SEQUENCE LISTING 



<110> Sprecher, Cindy A. 
Novak. Julia E. 
West, James W. 
Presnell , Scott R. 
Holly, Richard D. 
Nelson. Andrew J. 



<120> SOLUBLE ZALPHAll CYTOKINE RECEPTORS 



<130> 00-22 

<150> US 60/194.731 
<151> 2000-04-05 

<150> US 60/222,121 
<151> 2000-07-28 

<160> 86 

<170> FastSEQ for Windows Version 3.0 

<210> 1 
<211> 1614 
<212> DNA 
<213> Homo sapiens 

<220> 

<221> CDS 

<222> (1)...(1614) 

<400> 1 

atg ccg cgt ggc tgg gcc gcc ccc ttg etc ctg ctg ctg etc cag gga 

Met Pro Arg Gly Trp Ala Ala Pro Leu Leu Leu Leu Leu Leu Gin Gly 

15 10 15 



ggc tgg ggc tgc ccc gac etc gtc tgc tac acc gat tac etc cag acg 
Gly Trp Gly Cys Pro Asp Leu Val Cys Tyr Thr Asp Tyr Leu Gin Thr 
20 25 30 



2 



gtc ate tgc ate ctg gaa atg tgg aac etc cac ccc age acg etc ace 144 
Val He Cys He Leu Glu Met Trp Asn Leu His Pro Sen Thr Leu Thr 
35 40 45 

ett ace tgg caa gac eag tat gaa gag ctg aag gac gag gee ace tec 192 
Leu Thr Trp Gin Asp Gin Tyr Glu Glu Leu Lys Asp Glu Ala Thr Ser 
50 55 60 

tgc age etc cac agg teg gee cac aat gee acg cat gee ace tac ace 240 
Cys Ser Leu His Arg Ser Ala His Asn Ala Thr His Ala Thr Tyr Thr 
65 70 75 80 

tgc cac atg gat gta ttc cac tte atg gee gac gac att ttc agt gtc 288 
Cys His Met Asp Val Phe His Phe Met Ala Asp Asp He Phe Ser Val 
85 90 95 

aac ate aca gac eag tct ggc aac tac tec cag gag tgt ggc age ttt 336 
Asn He Thr Asp Gin Ser Gly Asn Tyr Ser Gin Glu Cys Gly Ser Phe 
100 105 110 

etc ctg get gag age ate aag ccg get ecc ect ttc aac gtg act gtg 384 
Leu Leu Ala Glu Ser He Lys Pro Ala Pro Pro Phe Asn Val Thr Val 
115 120 125 

ace ttc tea gga cag tat aat ate tee tgg egc tea gat tac gaa gac 432 
Thr Phe Ser Gly Gin Tyr Asn He Ser Trp Arg Ser Asp Tyr Glu Asp 
130 135 140 

ect gee tte tac atg ctg aag ggc aag ett cag tat gag ctg cag tac 480 
Pro Ala Phe Tyr Met Leu Lys Gly Lys Leu Gin Tyr Glu Leu Gin Tyr 
145 150 155 160 

agg aac egg gga gac ccc tgg get gtg agt ccg agg aga aag ctg ate 528 
Arg Asn Arg Gly Asp Pro Trp Ala Val Ser Pro Arg Arg Lys Leu He 
165 170 175 

tea gtg gac tea aga agt gtc tee etc etc ccc ctg gag ttc egc aaa 576 
Ser Val Asp Ser Arg Ser Val Ser Leu Leu Pro Leu Glu Phe Arg Lys 
180 185 190 



3 



gac teg age tat gag ctg cag gtg egg gca ggg ccc atg cct ggc tec 624 

Asp Ser Sen Tyr Glu Leu Gin Val Arg Ala Gly Pro Met Pro Gly Ser 

195 200 205 

tee tac cag ggg ace tgg agt gaa tgg agt gac eeg gtc ate ttt cag 672 

Ser Tyr Gin Gly Thr Trp Ser Glu Trp Ser Asp Pro Val He Phe Gin 

210 215 220 

acc cag tea gag gag tta aag gaa ggc tgg aac cct eac ctg ctg ctt 720 

Thr Gin Ser Glu Glu Leu Lys Glu Gly Trp Asn Pro His Leu Leu Leu 

225 230 235 240 

etc etc ctg ctt gtc ata gtc ttc att cct gcc ttc tgg age ctg aag 768 

Leu Leu Leu Leu Val He Val Phe He Pro Ala Phe Trp Ser Leu Lys 

245 250 255 

acc cat cca ttg tgg agg eta tgg aag aag ata tgg gcc gtc ccc age 816 

Thr His Pro Leu Trp Arg Leu Trp Lys Lys He Trp Ala Val Pro Ser 

260 265 270 

cct gag egg ttc ttc atg ccc ctg tac aag ggc tgc age gga gac ttc 864 

Pro Glu Arg Phe Phe Met Pro Leu Tyr Lys Gly Cys Ser Gly Asp Phe 

275 280 285 

aag aaa tgg gtg ggt gca ccc ttc act ggc tec age ctg gag ctg gga 912 

Lys Lys Trp Val Gly Ala Pro Phe Thr Gly Ser Ser Leu Glu Leu Gly 

290 295 300 

ccc tgg age cca gag gtg ccc tec acc ctg gag gtg tac age tgc cac 960 

Pro Trp Ser Pro Glu Val Pro Ser Thr Leu Glu Val Tyr Ser Cys His 

305 310 315 320 

cca cca egg age ccg gcc aag agg ctg cag etc aeg gag eta caa gaa 1008 

Pro Pro Arg Ser Pro Ala Lys Arg Leu Gin Leu Thr Glu Leu Gin Glu 

325 330 335 

cca gca gag ctg gtg gag tct gac ggt gtg ccc aag ccc age ttc tgg 1056 

Pro Ala Glu Leu Val Glu Ser Asp Gly Val Pro Lys Pro Ser Phe Trp 

340 345 350 

ccg aca gee cag aac teg ggg ggc tea get tac agt gag gag agg gat 1104 

Pro Thr Ala Gin Asn Ser Gly Gly Ser Ala Tyr Ser Glu Glu Arg Asp 

355 360 365 



4 



egg cca tac ggc ctg gtg tec att gac aca gtg act gtg eta gat gca 1152 

Arg Pro Tyr Gly Leu Val Ser lie Asp Thr Val Thr Val Leu Asp Ala 

370 375 380 

gag ggg cca tgc acc tgg ccc tgc age tgt gag gat gac ggc tac cca 1200 

Glu Gly Pro Cys Thr Trp Pro Cys Ser Cys Glu Asp Asp Gly Tyr Pro 

385 390 395 400 

gee ctg gac ctg gat get ggc ctg gag ccc age cca ggc eta gag gac 1248 

Ala Leu Asp Leu Asp Ala Gly Leu Glu Pro Ser Pro Gly Leu Glu Asp 

405 410 415 

cca etc ttg gat gca ggg ace aca gtc ctg tec tgt ggc tgt gtc tea 1296 

Pro Leu Leu Asp Ala Gly Thr Thr Val Leu Ser Cys Gly Cys Val Ser 

420 425 430 

get ggc age cet ggg eta gga ggg ccc ctg gga age etc ctg gac aga 1344 

Ala Gly Ser Pro Gly Leu Gly Gly Pro Leu Gly Ser Leu Leu Asp Arg 

435 440 445 

eta aag cca ccc ctt gca gat ggg gag gac tgg get ggg gga ctg ccc 1392 

Leu Lys Pro Pro Leu Ala Asp Gly Glu Asp Trp Ala Gly Gly Leu Pro 

450 455 460 

tgg ggt ggc egg tea cet gga ggg gtc tea gag agt gag gcg ggc tea 1440 

Trp Gly Gly Arg Ser Pro Gly Gly Val Ser Glu Ser Glu Ala Gly Ser 

465 470 475 480 

ccc ctg gee ggc ctg gat atg gac aeg ttt gac agt ggc ttt gtg ggc 1488 

Pro Leu Ala Gly Leu Asp Met Asp Thr Phe Asp Ser Gly Phe Val Gly 

485 490 495 

tet gac tgc age age cet gtg gag tgt gac ttc acc age ccc ggg gac 1535 

Ser Asp Cys Ser Ser Pro Val Glu Cys Asp Phe Thr Ser Pro Gly Asp 

500 505 510 

gaa gga ccc ccc egg age tac etc cge cag tgg gtg gtc att cet ccg 1584 

Glu Gly Pro Pro Arg Ser Tyr Leu Arg Gin Trp Val Val He Pro Pro 

515 520 525 



cca ctt teg age ect gga ccc cag gee age 
Pro Leu Ser Ser Pro Gly Pro Gin Ala Ser 
530 535 



<210> 2 

<211> 538 

<212> PRT 

<213> Homo sapiens 



<400> 2 



Met Pro 


Arg 


Gly 


Trp 


Ala 


Ala 


Pro 


Leu 


Leu 


Leu 


Leu 


Leu 


Leu 


Gin 


Gly 


1 






5 










10 










15 




Gly Trp 


Gly 


Cys 
20 


Pro 


Asp 


Leu 


Val 


Cys 
25 


Tyr 


Thr 


Asp 


Tyr 


Leu 
30 


Gin 


Thr 


Val He 


Cys 
35 


He 


Leu 


Glu 


Met 


Trp 
40 


Asn 


Leu 


His 


Pro 


Ser 
45 


Thr 


Leu 


Thr 


Leu Thr 


Trp 


Gin 


Asp 


Gin 


Tyr 


Glu 


Glu 


Leu 


Lys 


Asp 


Glu 


Ala 


Thr 


Ser 


50 










55 










60 










Cys Ser 


Leu 


His 


Arg 


Ser 


Ala 


His 


Asn 


Ala 


Thr 


His 


Ala 


Thr 


Tyr 


Thr 


65 








70 










75 










80 


Cys His 


Met 


Asp 


Val 
85 


Phe 


His 


Phe 


Met 


Ala 
90 


Asp 


Asp 


He 


Phe 


Ser 
95 


Val 


Asn He 


Thr 


Asp 
100 


Gin 


Ser 


Gly 


Asn 


Tyr 
105 


Ser 


Gin 


Glu 


Cys 


Gly 
110 


Ser 


Phe 


Leu Leu 


Ala 
115 


Glu 


Ser 


He 


Lys 


Pro 
120 


Ala 


Pro 


Pro 


Phe 


Asn 
125 


Val 


Thr 


Val 


Thr Phe 


Ser 


Gly 


Gin 


Tyr 


Asn 


He 


Ser 


Trp 


Arg 


Ser 


Asp 


Tyr 


Glu 


Asp 


130 










135 










140 










Pro Ala 


Phe 


Tyr 


Met 


Leu 


Lys 


Gly 


Lys 


Leu 


Gin 


Tyr 


Glu 


Leu 


Gin 


Tyr 


145 








150 










155 










160 


Arg Asn 


Arg 


Gly 


Asp 
165 


Pro 


Trp 


Ala 


Val 


Ser 
170 


Pro 


Arg 


Arg 


Lys 


Leu 
175 


He 


Ser Val 


Asp 


Ser 
180 


Arg 


Ser 


Val 


Ser 


Leu 
185 


Leu 


Pro 


Leu 


Glu 


Phe 
190 


Arg 


Lys 


Asp Ser 


Ser 
195 


Tyr 


Glu 


Leu 


Gin 


Val 
200 


Arg 


Ala 


Gly 


Pro 


Met 
205 


Pro 


Gly 


Ser 


Ser Tyr 


Gin 


Gly 


Thr 


Trp 


Ser 


Glu 


Trp 


Ser 


Asp 


Pro 


Val 


He 


Phe 


Gin 


210 










215 










220 










Thr Gin 


Ser 


Glu 


Glu 


Leu 


Lys 


Glu 


Gly 


Trp 


Asn 


Pro 


His 


Leu 


Leu 


Leu 


225 








230 










235 










240 


Leu Leu 


Leu 


Leu 


Val 
245 


He 


Val 


Phe 


He 


Pro 
250 


Ala 


Phe 


Trp 


Ser 


Leu 

255 


Lys 
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Thr His 

Pro Glu 

Lys Lys 
290 
Pro Trp 
305 

Pro Pro 

Pro Ala 

Pro Thr 

Arg Pro 
370 
Glu Gly 
385 

Ala Leu 

Pro Leu 

Ala Gly 

Leu Lys 
450 
Trp Gly 
465 

Pro Leu 

Ser Asp 

Glu Gly 

Pro Leu 
530 



Pro Leu 
260 
Arg Phe 
275 

Trp Val 

Ser Pro 

Arg Ser 

Glu Leu 
340 
Ala Gin 
355 

Tyr Gly 

Pro Cys 

Asp Leu 

Leu Asp 
420 
Ser Pro 
435 

Pro Pro 

Gly Arg 

Ala Gly 

Cys Ser 
500 
Pro Pro 
515 

Ser Ser 



Trp Arg 

Phe Met 

Gly Ala 

Glu Val 
310 
Pro Ala 
325 

Val Glu 

Asn Ser 

Leu Val 

Thr Trp 
390 
Asp Ala 
405 

Ala Gly 

Gly Leu 

Leu Ala 

Ser Pro 
470 
Leu Asp 
485 

Ser Pro 
Arg Ser 
Pro Gly 



Leu Trp Lys 
265 

Pro Leu Tyr 

280 
Pro Phe Thr 
295 

Pro Ser Thr 

Lys Arg Leu 

Ser Asp Gly 
345 

Gly Gly Ser 

360 
Ser He Asp 
375 

Pro Cys Ser 

Gly Leu Glu 

Thr Thr Val 
425 

Gly Gly Pro 

440 
Asp Gly Glu 
455 

Gly Gly Val 

Met Asp Thr 

Val Glu Cys 
505 

Tyr Leu Arg 

520 
Pro Gin Ala 
535 



Lys He Trp Ala 

Lys Gly Cys Ser 
285 

Gly Ser Ser Leu 
300 

Leu Glu Val Tyr 
315 

Gin Leu Thr Glu 
330 

Val Pro Lys Pro 



Ala Tyr 

Thr Val 

Cys Glu 
395 
Pro Ser 
410 

Leu Ser 

Leu Gly 

Asp Trp 

Ser Glu 
475 
Phe Asp 
490 

Asp Phe 
Gin Trp 
Ser 



Ser Glu 
365 
Thr Val 
380 

Asp Asp 

Pro Gly 

Cys Gly 

Ser Leu 
445 
Ala Gly 
460 

Ser Glu 

Ser Gly 

Thr Ser 

Val Val 
525 



Val Pro Ser 
270 

Gly Asp Phe 

Glu Leu Gly 

Ser Cys His 
320 

Leu Gin Glu 

335 
Ser Phe Trp 
350 

Glu Arg Asp 

Leu Asp Ala 

Gly Tyr Pro 
400 

Leu Glu Asp 

415 
Cys Val Ser 
430 

Leu Asp Arg 

Gly Leu Pro 

Ala Gly Ser 
480 

Phe Val Gly 

495 
Pro Gly Asp 
510 

He Pro Pro 



<210> 3 

<211> 696 

<212> DNA 

<213> Homo sapiens 



7 



<220> 

<221> CDS 

<222> (1).. .(696) 



<400> 


3 




























ctg aac 


acg 


aca 


att 


ctg 


acg 


ccc 


aat 


ggg 


aat 


gaa 


gac 


ace 


aca 


get 


48 


Leu Asn 


Thr 


Thr 


He 


Leu 


Thr 


Pro 


Asn 


Gly 


Asn 


Glu 


Asp 


Thr 


Thr 


Ala 




1 






5 










10 










15 






gat ttc 


ttc 


ctg 


ace 


act 


atg 


ccc 


act 


gac 


tec 


etc 


agt 


gtt 


tee 


act 


96 


Asp Phe 


Phe 


Leu 


Thr 


Thr 


Met 


Pro 


Thr 


Asp 


Ser 


Leu 


Ser 


Val 


Ser 


Thr 








20 










25 










30 








ctg ccc 


etc 


cca 


gag 


gtt 


cag 


tgt 


ttt 


gtg 


ttc 


aat 


gtc 


gag 


tac 


atg 


144 


Leu Pro 


Leu 


Pro 


Glu 


Val 


Gin 


Cvs 


Phe 


Val 


Phe 


Asn 


Val 


Glu 


Tvr 


Met 






35 










40 




















aat tgc 


act 


tgg 


aac 


age 


age 


tet 


gag 


ccc 


cag 


cet 


ace 


aac 


etc 


act 


192 


Asn Cys 


Thr 


Trn 


Asn 


Ser 


Ser 


Ser 


Glu 


Pro 


Gin 


Pro 


Thr 


Asn 


Leu 


Thr 




50 










55 










60 












ctg cat 


tat 


tgg 


tac 


aag 


aac 


teg 


gat 


aat 


gat 


aaa 


gtc 


cag 


aag 


tgc 


240 


Leu His 


Tvr 


Tro 


Tvr 


Lvs 


Asn 


Ser 


Asp 


Asn 


Asp 




Val 


Gin 




Cvs 




65 








70 










75 










80 




age cac 


tat 


eta 


ttc 


tet 


gaa 


gaa 


ate 


act 


tet 


ggc 


tgt 


cag 


ttg 


caa 


288 


Sep His 


Tyr 


Leu 


Phe 


Ser 


Glu 


Glu 


lie 


Thr 


Ser 


Gl V 




Gin 


Leu 


Gin 










85 










90 










95 






aaa aag 


gag 


ate 


cac 


etc 


tac 


caa 


aca 


ttt 


gtt 


gtt 


cag 


etc 


cag 


gac 


336 


Lys Lys 


Glu 


He 


His 


Leu 


Tyr 


Gin 


Thr 


Phe 


Val 


Val 


Gin 


Leu 


Gin 


Asp 








100 










105 










110 








cca egg 


gaa 


ccc 


agg 


aga 


cag 


gee 


aca 


cag 


atg 


eta 


aaa 


ctg 


cag 


aat 


384 


Pro Arg 


Glu 


Pro 


Arg 


Arg 


Gin 


Ala 


Thr 


Gin 


Met 


Leu 


Lys 


Leu 


Gin 


Asn 






115 










120 










125 










ctg gtg 


ate 


ccc 


tgg 


get 


cca 


gag 


aac 


eta 


aca 


ett 


cac 


aaa 


ctg 


agt 


432 


Leu Val 


He 


Pro 


Trp 


Ala 


Pro 


Glu 


Asn 


Leu 


Thr 


Leu 


His 


Lys 


Leu 


Ser 





130 135 140 
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gaa tec cag eta gaa ctg aac tgg aac aac aga ttc ttg aac cac tgt 480 

Glu Ser Gin Leu Glu Leu Asn Trp Asn Asn Arg Phe Leu Asn His Cys 

145 150 155 160 

ttg gag cac ttg gtg cag tac egg act gac tgg gac cac age tgg act 528 

Leu Glu His Leu Val Gin Tyr Arg Thr Asp Trp Asp His Ser Trp Thr 
165 170 175 

gaa caa tea gtg gat tat aga eat aag ttc tec ttg cct agt gtg gat 576 

Glu Gin Ser Val Asp Tyr Arg His Lys Phe Ser Leu Pro Ser Val Asp 
180 185 190 

ggg cag aaa cgc tac aeg ttt egt gtt egg age egc ttt aac eca etc 624 

Gly Gin Lys Arg Tyr Thr Phe Arg Val Arg Ser Arg Phe Asn Pro Leu 

195 200 205 

tgt gga agt get cag cat tgg agt gaa tgg age cac eca ate cac tgg 672 

Cys Gly Ser Ala Gin His Trp Ser Glu Trp Ser His Pro He His Trp 

210 215 . 220 

ggg age aat act tea aaa gag aat 696 

Gly Ser Asn Thr Ser Lys Glu Asn 

225 230 



<210> 4 

<211> 232 

<212> PRT 

<213> Homo sapiens 



<400> 4 



Leu 


Asn 


Thr 


Thr 


He 


Leu 


Thr 


Pro Asn Gly Asn Glu 


Asp Thr Thr Ala 


1 








5 






10 


15 


Asp 


Phe 


Phe 


Leu 


Thr 


Thr 


Met 


Pro Thr Asp Ser Leu 


Ser Val Ser Thr 








20 








25 


30 


Leu 


Pro 


Leu 


Pro 


G1u 


Val 


Gin 


Cys Phe Val Phe Asn 


Val Glu Tyr Met 






35 










40 


45 


Asn 


Cys 


Thr 


Trp 


Asn 


Ser 


Ser 


Ser Glu Pro Gin Pro 


Thr Asn Leu Thr 




50 










55 


60 




Leu 


His 


Tyr 


Trp 


Tyr Lys Asn 


Ser Asp Asn Asp Lys 


Val Gin Lys Cys 


65 










70 




75 


80 


Ser 


His 


Tyr 


Leu 


Phe 


Ser 


Glu 


Glu He Thr Ser Gly 


Cys Gin Leu Gin 










85 






90 


95 
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Lys Lys 


Glu 


He 


His 






100 




Pro Arg 


Glu 


Pro 


Arg 




115 






Leu Val 


He 


Pro 


Trp 


130 








Glu Sen 


Gin 


Leu 


Glu 


145 








Leu Glu 


His 


Leu 


Val 








165 


Glu Gin 


Ser 


Val 


Asp 






180 




Gly Gin 


Lys Arg 


Tyr 




195 






Cys Gly 


Ser Ala 


Gin 


210 








Gly Ser 


Asn 


Thr 


Ser 


225 









Leu Tyr 

Arg Gin 

Ala Pro 
135 
Leu Asn 
150 

Gin Tyr 

Tyr Arg 

Thr Phe 

His Trp 
215 
Lys Glu 
230 



Gin Thr 
105 
Ala Thr 
120 

Glu Asn 

Trp Asn 

Arg Thr 

His Lys 
185 
Arg Val 
200 

Ser Glu 
Asn 



Phe Val Val 

Gin Met Leu 

Leu Thr Leu 
140 

Asn Arg Phe 

155 
Asp Trp Asp 
170 

Phe Ser Leu 

Arg Ser Arg 

Trp Ser His 
220 



Gin Leu 
110 
Lys Leu 
125 

His Lys 

Leu Asn 

His Ser 

Pro Ser 
190 
Phe Asn 
205 

Pro He 



Gin Asp 

Gin Asn 

Leu Ser 

His Cys 
160 
Trp Thr 
175 

Val Asp 
Pro Leu 
His Trp 



<210> 5 

<211> 654 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (1)...(654) 

<400> 5 

tgc ccc gac etc gtc tgc tac acc gat tac etc cag acg gtc ate tgc 48 

Cys Pro Asp Leu Val Cys Tyr Thr Asp Tyr Leu Gin Thr Val He Cys 
15 10 15 

ate ctg gaa atg tgg aac etc cae ccc age aeg etc acc ett ace tgg 96 
He Leu Glu Met Trp Asn Leu His Pro Ser Thr Leu Thr Leu Thr Trp 
20 25 30 

caa gac cag tat gaa gag ctg aag gac gag gee ace tec tgc age etc 144 
Gin Asp Gin Tyr Glu Glu Leu Lys Asp Glu Ala Thr Ser Cys Ser Leu 
35 40 45 
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cac agg teg gcc cac aat gcc acg cat gcc acc tac acc tgc cac atg 192 
His Arg Sen Ala His Asn Ala Thr His Ala Thr Tyr Thr Cys His Met 
50 55 60 

gat gta ttc cac ttc atg gcc gac gac att ttc agt gtc aac ate aca 240 
Asp Val Phe His Phe Met Ala Asp Asp He Phe Sen Val Asn He Thr 
65 70 75 80 

gac cag tct ggc aac tac tec cag gag tgt ggc age ttt etc etg get 288 
Asp Gin Sen Gly Asn Tyr Ser Gin Glu Cys Gly Ser Phe Leu Leu Ala 
85 90 95 

gag age ate aag ceg get ecc cet ttc aac gtg act gtg ace ttc tea 336 
Glu Ser He Lys Pro Ala Pro Pro Phe Asn Val Thr Val Thr Phe Ser 
100 105 110 

gga cag tat aat ate tec tgg cgc tea gat tac gaa gac ect gee ttc 384 
Gly Gin Tyr Asn He Ser Trp Arg Ser Asp Tyr Glu Asp Pro Ala Phe 
115 120 125 

tac atg etg aag ggc aag ett cag tat gag etg cag tac agg aac egg 432 
Tyr Met Leu Lys Gly Lys Leu Gin Tyr Glu Leu Gin Tyr Arg Asn Arg 
130 135 140 

gga gac ecc tgg get gtg agt ceg agg aga aag etg ate tea gtg gac 480 
Gly Asp Pro Trp Ala Val Ser Pro Arg Arg Lys Leu He Ser Val Asp 
145 150 155 160 

tea aga agt gtc tec etc etc ecc etg gag ttc cgc aaa gac teg age 528 
Ser Arg Ser Val Ser Leu Leu Pro Leu Glu Phe Arg Lys Asp Ser Ser 
165 170 175 

tat gag etg cag gtg egg gea ggg ecc atg ect ggc tec tec tac cag 576 
Tyr Glu Leu Gin Val Arg Ala Gly Pro Met Pro Gly Ser Ser Tyr Gin 
180 185 190 

ggg ace tgg agt gaa tgg agt gac ceg gtc ate ttt cag ace cag tea 624 
Gly Thr Trp Ser Glu Trp Ser Asp Pro Val He Phe Gin Thr Gin Ser 
195 200 205 



gag gag tta aag gaa ggc tgg aac ect cac 
Glu Glu Leu Lys Glu Gly Trp Asn Pro His 
210 215 



654 
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<210> 
<211> 
<212> 
<213> 

<400> 
Cys Pro Asp 
1 

He Leu Glu 

Gin Asp Gin 
35 

His Arg Sen 
50 

Asp Val Phe 
65 

Asp G1n Ser 

Glu Ser He 

Gly Gin Tyr 
115 

Tyr Met Leu 

130 
Gly Asp Pro 
145 

Ser Arg Ser 

Tyr Glu Leu 

Gly Thr Trp 
195 

Glu Glu Leu 
210 



6 

218 
PRT 

Homo sapiens 



Leu Val Cys Tyr Thr Asp Tyr 

5 10 
Met Trp Asn Leu His Pro Ser 
20 25 
Tyr Glu Glu Leu Lys Asp Glu 
40 

Ala His Asn Ala Thr His Ala 
55 

His Phe Met Ala Asp Asp He 
70 

Gly Asn Tyr Ser Gin Glu Cys 

85 90 
Lys Pro Ala Pro Pro Phe Asn 
100 105 
Asn He Ser Trp Arg Ser Asp 
120 

Lys Gly Lys Leu Gin Tyr Glu 
135 

Trp Ala Val Ser Pro Arg Arg 
150 

Val Ser Leu Leu Pro Leu Glu 
165 170 
Gin Val Arg Ala Gly Pro Met 
180 185 
Ser Glu Trp Ser Asp Pro Val 
200 

Lys Glu Gly Trp Asn Pro His 
215 



Leu Gin Thr 

Thr Leu Thr 

Ala Thr Ser 
45 

Thr Tyr Thr 
60 

Phe Ser Val 
75 

Gly Ser Phe 

Val Thr Val 

Tyr Glu Asp 
125 

Leu Gin Tyr 

140 
Lys Leu He 
155 

Phe Arg Lys 

Pro Gly Ser 

He Phe Gin 
205 



Val He Cys 

15 

Leu Thr Trp 
30 

Cys Ser Leu 

Cys His Met 

Asn He Thr 
80 

Leu Leu Ala 
95 

Thr Phe Ser 
110 

Pro Ala Phe 

Arg Asn Arg 

Ser Val Asp 
160 

Asp Ser Ser 

175 
Ser Tyr Gin 
190 

Thr Gin Ser 



<210> 7 
<211> 654 
<212> DNA 
<213> Artificial 



Sequence 
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<220> 



<223> Degenerate polynucleotide sequence of soluble 

zalphall Receptor polypeptide as shown in SEQ ID 
N0:6 

<221> misc_feature 
<222> (1)...(654) 
<223> n = A JX or G 

<400> 7 

tgyccngayy tngtntgyta yacngaytay ytncaracng tnathtgyat hytngaratg 60 

tggaayytnc ayccnwsnac nytnacnytn acntggcarg aycartayga rgarytnaar 120 

gaygargcna cnwsntgyws nytncaymgn wsngcncaya aygcnacnca ygcnacntay 180 

acntgycaya tggaygtntt ycayttyatg gcngaygaya thttywsngt naayathacn 240 

gaycarwsng gnaaytayws ncargartgy ggnwsnttyy tnytngcnga rwsnathaar 300 

ccngcnccnc cnttyaaygt nacngtnacn ttywsnggnc artayaayat hwsntggmgn 360 

wsngaytayg argayccngc nttytayatg ytnaarggna arytncarta ygarytncar 420 

taymgnaaym gnggngaycc ntgggcngtn wsnccnmgnm gnaarytnat hwsngtngay 480 

wsnmgnwsng tnwsnytnyt nccnytngar ttymgnaarg aywsnwsnta ygarytncar 540 

gtnmgngcng gnccnatgcc nggnwsnwsn taycarggna cntggwsnga rtggwsngay 600 

ccngtnatht tycaracnca rwsngargar ytnaargarg gntggaaycc ncay 654 

<210> 8 
<211> 696 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Degenerate polynucleotide sequence of IL-2Rgamma 
polypeptide as shown in SEQ ID NO: 4 

<221> misc__feature 
<222> (1). . .(696) 
<223> n - A.T,C or G 



<400> 8 



ytnaayacna cnathytnac nccnaayggn 
acnacnatgc cnacngayws nytnwsngtn 
ttygtnttya aygtngarta yatgaaytgy 
acnaayytna cnytncayta ytggtayaar 
wsncaytayy tnttywsnga rgarathacn 
cayytntayc aracnttygt ngtncarytn 
acncaratgy tnaarytnca raayytngtn 



aaygargaya cnacngcnga yttyttyytn 
wsnacnytnc cnytnccnga rgtncartgy 
acntggaayw snwsnwsnga rccncarccn 
aaywsngaya aygayaargt ncaraartgy 
wsnggntgyc arytncaraa raargarath 
cargayccnm gngarccnmg nmgncargcn 
athccntggg cnccngaraa yytnacnytn 



60 
120 
180 
240 
300 
360 
420 
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cayaarytnw sngarwsnca rytngarytn aaytggaaya aymgnttyyt naaycaytgy 480 

ytngarcayy tngtncarta ymgnacngay tgggaycayw sntggacnga rcarwsngtn 540 

gaytaymgnc ayaarttyws nytnccnwsn gtngayggnc araarmgnta yacnttymgn 500 

gtnmgnwsnm gnttyaaycc nytntgyggn wsngcncarc aytggwsnga rtggwsncay 660 

ccnathcayt ggggnwsnaa yacnwsnaar garaay 696 

<210> 9 
<211> 486 
<212> DNA 
<213> Homo sapiens 

<220> 

<221> CDS 

<222> (1)...(486) 



<400> 


9 




























atg aga 


tec 


agt 


cct 


ggc 


aac 


atg 


gag 


agg 


att 


gtc 


ate 


tgt 


ctg 


atg 


48 


Met Arg 


Ser 


Ser 


Pro 


Gly 


Asn 


Met 


Glu 


Arg 


He 


Val 


He 


Cys 


Leu 


Met 




1 






5 










10 










15 






gtc ate 


ttc 


ttg 


ggg 


aca 


ctg 


gtc 


cac 


aaa 


tea 


age 


tec 


caa 


ggt 


caa 


96 


Val He 


Phe 


Leu 


Gly 


Thr 


Leu 


Val 


His 


Lys 


Ser 


Ser 


Ser 


Gin 


Gly 


Gin 








20 










25 










30 








gat cgc 


cac 


atg 


att 


aga 


atg 


cgt 


caa 


ctt 


ata 


gat 


att 


gtt 


gat 


cag 


144 


Asp Arg 


His 


Met 


He 


Arg 


Met 


Arg 


Gin 


Leu 


He 


Asp 


He 


Val 


Asp 


Gin 






35 










40 










45 










ctg aaa 


aat 


tat 


gtg 


aat 


gac 


ttg 


gtc 


cct 


gaa 


ttt 


ctg 


cca 


get 


cca 


192 


Leu Lys 


Asn 


Tyr 


Val 


Asn 


Asp 


Leu 


Val 


Pro 


Glu 


Phe 


Leu 


Pro 


Ala 


Pro 




50 










55 










60 












gaa gat 


gta 


gag 


aca 


aac 


tgt 


gag 


tgg 


tea 


get 


ttt 


tee 


tgt 


ttt 


cag 


240 


Glu Asp 


Val 


Glu 


Thr 


Asn 


Cys 


Glu 


Trp 


Ser 


Ala 


Phe 


Ser 


Cys 


Phe 


Gin 




65 








70 










75 










80 




aag gcc 


caa 


eta 


aag 


tea 


gca 


aat 


aca 


gga 


aac 


aat 


gaa 


agg 


ata 


ate 


288 


Lys Ala 


G1n 


Leu 


Lys 


Ser 


Ala 


Asn 


Thr 


Gly 


Asn 


Asn 


Glu 


Arg 


He 


He 










85 










90 










95 






aat gta 


tea 


att 


aaa 


aag 


ctg 


aag 


agg 


aaa 


cca 


cct 


tec 


aca 


aat 


gca 


336 


Asn Val 


Ser 


He 


Lys 


Lys 


Leu 


Lys 


Arg 


Lys 


Pro 


Pro 


Ser 


Thr 


Asn 


Ala 








100 










105 










110 
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ggg aga aga cag aaa cac 
Gly Arg Arg Gin Lys His 
115 

gag aaa aaa cca ccc aaa 
Glu Lys Lys Pro Pro Lys 
130 

caa aag atg att cat cag 
Gin Lys Met He His Gin 
145 150 

gat tec 
Asp Ser 



aga eta aca tgc cct tea 
Arg Leu Thr Cys Pro Ser 
120 

gaa ttc eta gaa aga ttc 
Glu Phe Leu Glu Arg Phe 
135 140 

cat ctg tec tct aga aca 
His Leu Ser Ser Arg Thr 
155 



tgt gat tct tat 384 

Cys Asp Ser Tyr 

125 

aaa tea ett etc 432 
Lys Ser Leu Leu 



cac gga agt gaa 480 
His Gly Ser Glu 
160 

486 



<21G> 10 

<211> 152 

<212> PRT 

<213> Homo sapiens 



<400> 10 



Met Arg 


Ser 


Ser 


Pro 


Gly 


Asn Met Glu 


Arg He 


Val 


He 


Cys 


Leu 


Met 


1 






5 






10 








15 




Val He 


Phe 


Leu 


Gly 


Thr 


Leu Val His 


Lys Ser 


Ser 


Ser 


Gin 


Gly 


Gin 






20 






25 








30 






Asp Arg 


His 


Met 


lie 


Arg 


Met Arg Gin 


Leu He 


Asp 


He 


Val 


Asp 


Gin 




35 








40 






45 








Leu Lys 


Asn 


Tyr 


Val 


Asn 


Asp Leu Val 


Pro Glu 


Phe 


Leu 


Pro 


Ala 


Pro 


50 










55 




60 










Glu Asp 


Val 


Glu 


Thr 


Asn 


Cys Glu Trp 


Ser Ala 


Phe 


Ser 


Cys 


Phe 


Gin 


65 








70 




75 










80 


Lys Ala 


Gin 


Leu 


Lys 


Ser 


Ala Asn Thr 


Gly Asn 


Asn 


Glu 


Arg 


He 


He 








85 






90 








95 




Asn Val 


Ser 


He 


Lys 


Lys 


Leu Lys Arg 


Lys Pro 


Pro 


Ser 


Thr 


Asn 


Ala 






100 






105 








110 






Gly Arg 


Arg 


Gin 


Lys 


His 


Arg Leu Thr 


Cys Pro 


Ser 


Cys 


Asp 


Ser 


Tyr 




115 








120 






125 








Glu Lys 


Lys 


Pro 


Pro 


Lys 


Glu Phe Leu 


Glu Arg 


Phe 


Lys 


Ser 


Leu 


Leu 


130 










135 




140 
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Gin Lys Met He His Gin His Leu Ser Ser Arg Thr His Gly Ser Glu 
145 150 155 160 

Asp Ser 



<210> 11 
<211> 1735 
<212> DNA 

<213> mus musculus 

<220> 
<221> CDS 

<222> (143)... (1729) 
<400> 11 

ctgcccacct caaaccttca cctcccacca ccaccactcc gagtcccgct gtgactccca 60 
cgcccaggag accacccaag tgccccagcc taaagaatgg ctttctgaga aagaccctga 120 
aggagtaggt ctgggacaca gc atg ccc egg ggc cca gtg get gcc tta etc 172 

Met Pro Arg Gly Pro Val Ala Ala Leu Leu 
1 5 10 

ctg ctg att cte eat gga get tgg age tgc etg gac cte aet tgc tac 220 
Leu Leu He Leu His Gly Ala Trp Ser Cys Leu Asp Leu Thr Cys Tyr 
15 20 25 

act gac tac etc tgg acc ate ace tgt gtc ctg gag aca egg age ccc 258 
Thr Asp Tyr Leu Trp Thr lie Thr Cys Val Leu Glu Thr Arg Ser Pro 
30 35 40 

aae ccc age ata etc agt etc acc tgg caa gat gaa tat gag gaa ctt 316 
Asn Pro Ser He Leu Ser Leu Thr Trp Gin Asp Glu Tyr Glu Glu Leu 
45 50 55 

cag gac caa gag acc tte tgc age eta cac agg tct ggc cac aac ace 364 
Gin Asp Gin Glu Thr Phe Cys Ser Leu His Arg Ser Gly His Asn Thr 
60 65 70 

aea cat ata tgg tac acg tgc cat atg cgc ttg tct caa ttc ctg tee 412 
Thr His He Trp Tyr Thr Cys His Met Arg Leu Ser Gin Phe Leu Ser 
75 80 85 90 
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gat gaa gtt ttc att gtc aat gtg acg gac cag tct ggc aac aac tec 460 

Asp Glu Val Phe He Val Asn Val Thr Asp Gin Ser Gly Asn Asn Ser 

95 100 105 

caa gag tgt ggc age ttt gtc ctg get gag age ate aaa eca get ecc 508 

Gin Glu Cys Gly Ser Phe Val Leu Ala Glu Ser He Lys Pro Ala Pro 

110 115 120 

ecc ttg aac gtg act gtg gee ttc tea gga cgc tat gat ate tee tgg 556 

Pro Leu Asn Val Thr Val Ala Phe Ser Gly Arg Tyr Asp He Ser Trp 

125 130 135 

gac tea get tat gac gaa ecc tec aac tae gtg ctg agg ggc aag eta 604 

Asp Ser Ala Tyr Asp Glu Pro Ser Asn Tyr Val Leu Arg Gly Lys Leu 

140 145 150 

caa tat gag ctg cag tat egg aac etc aga gac ecc tat get gtg agg 652 

Gin Tyr Glu Leu Gin Tyr Arg Asn Leu Arg Asp Pro Tyr Ala Val Arg 

155 160 155 170 

eeg gtg ace aag ctg ate tea gtg gac tea aga aac gtc tct ett etc 700 

Pro Val Thr Lys Leu He Ser Val Asp Ser Arg Asn Val Ser Leu Leu 

175 180 185 

cet gaa gag ttc cae aaa gat tct age tae cag ctg cag gtg egg gea 748 

Pro Glu Glu Phe His Lys Asp Ser Ser Tyr Gin Leu Gin Val Arg Ala 

190 195 200 

gcg cet cag eca ggc act tea ttc agg ggg ace tgg agt gag tgg agt 796 

Ala Pro Gin Pro Gly Thr Ser Phe Arg Gly Thr Trp Ser Glu Trp Ser 

205 210 215 

gac ecc gtc ate ttt cag ace cag get ggg gag ecc gag gea ggc tgg 844 

Asp Pro Val He Phe Gin Thr Gin Ala Gly Glu Pro Glu Ala Gly Trp 

220 225 230 

gac cet cae atg ctg ctg etc ctg get gtc ttg ate att gtc ctg gtt 892 

Asp Pro His Met Leu Leu Leu Leu Ala Val Leu He He Val Leu Val 

235 240 245 250 

ttc atg ggt ctg aag ate eac ctg cet tgg agg eta tgg aaa aag ata 940 

Phe Met Gly Leu Lys He His Leu Pro Trp Arg Leu Trp Lys Lys He 

255 260 265 
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tgg gca cca gtg ccc acc cct gag agt ttc ttc cag ccc ctg tac agg 988 
Trp Ala Pro Val Pro Thr Pro Glu Ser Phe Phe Gin Pro Leu Tyr Arg 
270 275 280 

gag cac age ggg aac ttc aag aaa tgg gtt aat acc cct ttc acg gcc 1036 
Glu His Ser Gly Asn Phe Lys Lys Trp Val Asn Thr Pro Phe Thr Ala 
285 290 295 

tec age ata gag ttg gtg cca cag agt tee aea aca aca tea gcc tta 1084 
Ser Ser lie Glu Leu Val Pro Gin Ser Ser Thr Thr Thr Ser Ala Leu 
300 305 310 

cat ctg tea ttg tat cca gee aag gag aag aag ttc eeg ggg ctg ecg 1132 
His Leu Ser Leu Tyr Pro Ala Lys Glu Lys Lys Phe Pro Gly Leu Pro 
315 320 325 330 

ggt ctg gaa gag caa ctg gag tgt gat gga atg tct gag cct ggt cac 1180 
Gly Leu Glu Glu Gin Leu Glu Cys Asp Gly Met Ser Glu Pro Gly His 
335 340 345 

tgg tgc ata ate ccc ttg gca get gge caa gcg gtc tea gee tac agt 1228 
Trp Cys He He Pro Leu Ala Ala Gly Gin Ala Val Ser Ala Tyr Ser 
350 355 360 

gag gag aga gac egg cca tat ggt ctg gtg tec att gae aca gtg act 1276 
Glu Glu Arg Asp Arg Pro Tyr Gly Leu Val Ser He Asp Thr Val Thr 
365 370 375 

gtg gga gat gca gag gge ctg tgt gtc tgg eee tgt age tgt gag gat 1324 
Val Gly Asp Ala Glu Gly Leu Cys Val Trp Pro Cys Ser Cys Glu Asp 
380 385 390 

gat gge tat cca gcc atg aac ctg gat get gge ega gag tct gge cct 1372 
Asp Gly Tyr Pro Ala Met Asn Leu Asp Ala Gly Arg Glu Ser Gly Pro 
395 400 405 410 

aat tea gag gat ctg etc ttg gtc aca gac cct get ttt ctg tct tgc 1420 
Asn Ser Glu Asp Leu Leu Leu Val Thr Asp Pro Ala Phe Leu Ser Cys 
415 420 425 
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ggc tgt gtc tea ggt agt ggt etc agg ctt gga ggc tec cca ggc age 1458 

Gly Cys Val Sen Gly Ser Gly Leu Arg Leu Gly Gly Ser Pro Gly Sen 
430 435 440 

eta ctg gac agg ttg agg etg tea ttt gea aag gaa ggg gac tgg aca 1515 

Leu Leu Asp Arg Leu Arg Leu Ser Phe Ala Lys Glu Gly Asp Trp Thr 

445 450 455 

gca gac cca acc tgg aga act ggg tec cca gga ggg ggc tct gag agt 1564 

Ala Asp Pro Thr Trp Arg Thr Gly Ser Pro Gly Gly Gly Ser Glu Ser 

460 455 470 

gaa gea ggt tec ccc cct ggt ctg gac atg gac aca ttt gac agt ggc 1612 

Glu Ala Gly Ser Pro Pro Gly Leu Asp Met Asp Thr Phe Asp Ser Gly 

475 480 485 490 

ttt gea ggt tea gac tgt ggc age ccc gtg gag act gat gaa gga ccc 1660 

Phe Ala Gly Ser Asp Cys Gly Ser Pro Val Glu Thr Asp Glu Gly Pro 
495 500 505 

cct ega age tat etc cge cag tgg gtg gtc agg ace cct cca cct gtg 1708 

Pro Arg Ser Tyr Leu Arg Gin Trp Val Val Arg Thr Pro Pro Pro Val 
510 515 520 

gac agt gga gee cag age age tagcat 1735 

Asp Ser Gly Ala Gin Ser Ser 
525 



<210> 


12 








<211> 


529 








<212> 


PRT 








<213> 


mus 


musculus 






<400> 


12 








Met Pro Arg 


Gly 


Pro Val Ala 


Ala 


Leu Leu Leu Leu lie Leu His Gly 


1 




5 




10 15 


Ala Trp Ser 


Cys 


Leu Asp Leu 


Thr 


Cys Tyr Thr Asp Tyr Leu Trp Thr 




20 






25 30 


lie Thr Cys 


Val 


Leu Glu Thr 


Arg 


Ser Pro Asn Pro Ser He Leu Ser 


35 






40 


45 


Leu Thr Trp 


Gin 


Asp Glu Tyr 


Glu 


Glu Leu Gin Asp Gin Glu Thr Phe 



50 55 60 



Lys 


Ser 


Leu 


Hl S 


Arg 


Ser 


b ly 


UIH c 
Ml S 


DO 










7n 








LJH t- 

S 


riet 


Arg 


Leu 


Ser 


b 1 n 


rne 










ob 








Asn 


va 1 


1 nr 


Asp 


PI m 

b 1 n 


Ser 


P1 \/ 

b ly 


Asn 








1 nn 

lUU 










va I 


Leu 


AT :n 

A I a 


Pill 
b I u 


Ser 


i 1 e 


Lys 


rro 






lib 










1 on 
IZU 


Al a 


Hne 


Ser 


b ly 


Arg 


Tyr 


Asp 


i 1 e 




1 on 
loU 










1 oc; 
lob 




Pro 


Ser 


Asn 


Tyr 


Va 1 


Leu 


Arg 


PI w 

Gly 


1 /I 

140 










IbU 






Arg 


Asn 


Leu 


Arg 


Asp 


Pro 


Tyr 


Al a 










1 

lob 








Ser 


Va 1 


Asp 


Ser 


Arg 


Asn 


Va 1 


Ser 








1 on 

lou 










Asp 


Ser 


Ser 


Tyr 


PI 
b 1 n 


Leu 


PI ./^ 

bin 


Va 1 






lyb 










onn 


Ser 


Pne 


Arg 


P 1 V / 

b1y 


1 hr 


Trp 


Ser 


PI . . 
blU 




210 










215 




Tnr 


Gin 


A 1 a 


PI w 

Gly 


PI . . 

blU 


Pro 


PI . 1 
Glu 


A 1 a 












oon 
23(J 






Leu 


Leu 


AT-. 

Ala 


Va 1 


Leu 


He 


I le 


Va 1 










245 








His 


Leu 


Pro 


Trp 


Arg 


Leu 


Trp 


Lys 


















Pro 


b 1 U 


Ser 


Pne 


Pne 


PI 
b 1 n 


Pro 


Leu 
















oon 


Lys 


Lys 


Trp 


Va 1 


Asn 


Tnr 


Pro 


Pne 














one 




Pro 


b 1 n 


Ser 


Ser 


1 nr 


1 nr 


1 nr 


Ser 


one 
oUb 










0 1 n 
oil) 






A 1 a 


Lys 


b 1 U 


Lys 


Lys 


Pne 


Pro 


Gly 










ooc 








Glu 


Cys 


Asp 


Gly 


Met 


Ser 


Glu 


Pro 








340 










Ala 


Ala 


Gly 


Gin 


Ala 


Val 


Ser 


Ala 






355 










360 


Tyr 


Gly 


Leu 


Val 


Ser 


He 


Asp 


Thr 




370 










375 




Leu 


Cys 


Val 


Trp 


Pro 


Cys 


Ser 


Cys 


385 










390 
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A ^ 

Asn 


1 nr 


1 nr 


U-i c 

Hl S 


1 1 e 


Trp 


Tyr 


1 nr 






{ D 










pn 


Leu 


Ser 


Asp 


Pill 
b 1 U 


va I 


pne 


T 1 

1 1 e 


\/-ii 
va 1 




on 

yu 










oc; 

yb 




Asn 


Ser 


P1 

b 1 n 


PI 1 1 
b 1 U 


Cys 


p~t \t 
b ly 


Ser 


Pne 


lub 










1 1 n 
IIU 






A1 ^ 

A I a 


rPO 


rro 


Leu 


Asn 


\/^i 

va 1 


Thr* 

I nr 


va 1 










1 oc 
12d 








Ser 


Trp 


Asp 


Ser 


A i a 


Tyr 


Asp 


PI I > 

b 1 U 








1 /i n 
14U 










Lys 


Leu 


PI ^ 

b 1 n 


Tyr 


PI 1 1 

b lU 


Leu 


PI fc-k 
b In 


Tyr 






1 ee 
Ibb 










loU 


Va 1 


Arg 


Pro 


Va 1 


1 nr 


Lys 


Leu 


i 1 e 




1/u 










1/b 




Leu 


Leu 


Pro 


PT . . 

b 1 U 


PI • 1 

b lU 


Pne 


His 


Lys 


lob 










1 nn 

lyu 






Arg 


A 1 -A 

Ala 


A 1 -> 

Ala 


Pro 


PI ^ 

bin 


Pro 


P 1 w 

Gly 


mr 










one 

2Ub 








Trp 


Ser 


Asp 


Pro 


Va 1 


i le 


Pne 


PI ^ 
b 1 n 








oon 










Gly 


Trp 


Asp 


Pro 


His 


Met 


1 ^ . . 
Leu 


Leu 






235 










240 


Leu 


Va 1 


Pne 


Met 


P T w 

Gly 


Leu 


Lys 


He 




oc n 

250 










Odd 

255 




Lys 


He 


Trp 


Al a 


Pro 


Val 


Pro 


Tnr 


OP c 

255 










o~7 n 

2/0 






Tyr 


Arg 


b lU 


Hi s 


Ser 


PT w 

Gly 


Asn 


n u 

Pne 










OQC 

2ob 








Tnr 


A 1 -. 

Ala 


Ser 


Ser 


i le 


PI . 1 
Glu 


Leu 


Va 1 








300 










Ala 


Leu 


His 


Leu 


Ser 


Leu 


Tyr 


Pro 






315 










oon 
o2U 


Leu 


Pro 


Gly 


Leu 


PI 1 1 

b 1 U 


PI i 1 

b lU 


PI « 
b 1 n 


Leu 




oon 
ooU 










001^ 
00b 




Gly 


His 


Trp 


Cys 


He 


He 


Pro 


Leu 


345 










350 






Tyr 


Ser 


Glu Glu 


Arg 


Asp 


Arg 


Pro 










365 








Val 


Thr 


Val 


Gly 


Asp 


Ala 


Glu 


Gly 








380 










Glu 


Asp 


Asp Gly 


Tyr 


Pro 


Ala 


Met 






395 










400 



20 



Asn Leu 


Asp 


Ala 


Gly Arg Glu Ser 








405 


Leu Val 


Thr 


Asp 


Pro Ala Phe Leu 






420 




Gly Leu 


Arq 


Leu 


Gly Gly Ser Pro 




435 




440 


Leu Ser 


Phe 


Ala 


Lys Glu Gly Asp 


450 






455 


Thr Gly 


Ser 


Pro 


Gly Gly Gly Ser 

\-jiijr v^i^ vji^ vvv-i 


465 






470 


G1y Leu 


Asp 


Met 


Asp Thr Phe Asp 








485 


G1y Ser 


Pro 


Val 


Glu Thr Asp Glu 






500 




Gin Trp 


Val 


Val 


Arg Thr Pro Pro 




515 




520 


Ser 









Gly Pro 


Asn Ser 


GTu Asp 


Leu Leu 


410 






415 


Ser Cys 


Gly Cys 


Val Ser 


Gly Ser 


425 




430 




Gly Ser 


Leu Leu 


Asp Arg 


Leu Arg 






445 




Trp Thr 


Ala Asp 


Pro Thr 


Trp Arg 




460 






Glu Ser 


Glu Ala 


Glv Spr 


Pro Pro 




475 




480 


Ser Gly 


Phe Ala 


Gly Ser 


Asp Cys 


490 






495 


Gly Pro 


Pro Arg 


Ser Tyr 


Leu Arg 


505 




510 




Pro Val 


Asp Sen 


Gly Ala 


Gin Ser 






525 





<210> 13 
<211> 5 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> WSXWS polypeptide consensus motif 

<221> VARIANT 

<222> (1)...(5) 

<223> Xaa = Any Amino Acid 

<400> 13 
Trp Ser Xaa Trp Ser 
1 5 

<21Q> 14 
<211> 6 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Glu-Glu (CEE) Tag amino acid sequence 



21 

<400> 14 
Glu Tyr Met Pro Met Glu 
1 5 

<210> 15 
<211> 1701 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> soluble zalphallR/IgGgammal construct 

<221> CDS 

<222> (1)...(1701) 

<400> 15 

atg ccg cgt ggc tgg gcc gcc ccc ttg etc ctg ctg ctg etc cag gga 48 
Met Pro Arg Gly Trp Ala Ala Pro Leu Leu Leu Leu Leu Leu Gin Gly 
15 10 15 

ggc tgg ggc tgc ccc gac etc gtc tgc tac acc gat tac etc cag aeg 96 
Gly Trp Gly Cys Pro Asp Leu Val Cys Tyr Thr Asp Tyr Leu Gin Thr 
20 25 30 

gtc ate tgc ate ctg gaa atg tgg aac etc cac ccc age aeg etc ace 144 
Val He Cys He Leu Glu Met Trp Asn Leu His Pro Ser Thr Leu Thr 
35 40 45 

ett ace tgg caa gac cag tat gaa gag ctg aag gae gag gee ace tec 192 
Leu Thr Trp Gin Asp Gin Tyr Glu Glu Leu Lys Asp Glu Ala Thr Ser 
50 55 60 

tgc age etc cac agg teg gee cac aat gee aeg cat gee acc tac ace 240 
Cys Ser Leu His Arg Ser Ala His Asn Ala Thr His Ala Thr Tyr Thr 
65 70 75 80 

tgc cac atg gat gta ttc cac tte atg gcc gae gac att tte agt gtc 288 
Cys His Met Asp Val Phe His Phe Met Ala Asp Asp He Phe Ser Val 
85 90 95 

aac ate aca gae cag tet ggc aac tac tec cag gag tgt ggc age ttt 336 
Asn He Thr Asp Gin Ser Gly Asn Tyr Ser Gin Glu Cys Gly Ser Phe 
100 105 110 



22 



etc ctg get gag age ate aag eeg get cec ect tte aac gtg act gtg 384 
Leu Leu Ala Glu Ser He Lys Pro Ala Pro Pro Phe Asn Val Thr Val 
115 120 125 

ace tte tea gga eag tat aat ate tee tgg egc tea gat tae gaa gae 432 
Thr Phe Ser Gly Gin Tyr Asn He Ser Trp Arg Ser Asp Tyr Glu Asp 
130 135 140 

eet gee tte tae atg ctg aag gge aag ett eag tat gag etg eag tae 480 
Pro Ala Phe Tyr Met Leu Lys Gly Lys Leu Gin Tyr Glu Leu Gin Tyr 
145 150 155 160 

agg aac egg gga gae eee tgg get gtg agt eeg agg aga aag etg ate 528 
Arg Asn Arg Gly Asp Pro Trp Ala Val Ser Pro Arg Arg Lys Leu He 
165 170 175 

tea gtg gae tea aga agt gtc tee etc etc ccc etg gag tte egc aaa 576 
Ser Val Asp Ser Arg Ser Val Ser Leu Leu Pro Leu Glu Phe Arg Lys 
180 185 190 

gae teg age tat gag ctg eag gtg egg gea ggg ccc atg eet gge tec 624 
Asp Ser Ser Tyr Glu Leu Gin Val Arg Ala Gly Pro Met Pro Gly Ser 
195 200 205 

tec tae eag ggg ace tgg agt gaa tgg agt gae eeg gtc ate ttt eag 672 
Ser Tyr Gin Gly Thr Trp Ser Glu Trp Ser Asp Pro Val He Phe Gin 
210 215 220 

ace eag tea gag gag tta aag gaa gge tgg aac ect cac get age ace 720 
Thr Gin Ser Glu Glu Leu Lys Glu Gly Trp Asn Pro His Ala Ser Thr 
225 230 235 240 

aag gge cea teg gtc tte ccc ctg gea cec tec tec aag age ace tet 768 
Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser 
245 250 255 

ggg gge aca geg gee etg gge tgc etg gtc aag gae tae tte ccc gaa 816 
Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu 
260 265 270 



23 



ccg gtg acg gtg teg tgg aac tea ggc gcc ctg acc age ggc gtg cac 864 

Pro Va1 Thr VaT Sen Trp Asm Sen Gly Ala Leu Thr Ser Gly Val His 

275 280 285 

acc ttc ccg get gtc eta cag tee tea gga etc tac tec etc age age 912 

Thr Phe Pro Ala Val Leu Gin Ser Ser Gly Leu Tyr Ser Leu Ser Ser 

290 295 300 

gtg gtg ace gtg ecc tee age age ttg ggc acc cag acc tac ate tge 960 

Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr Gin Thr Tyr He Cys 

305 310 315 320 

aac gtg aat cac aag cec age aac acc aag gtg gac aag aaa gtt gag 1008 

Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys Lys Val Glu 

325 330 335 

cec aaa tct tgt gac aaa act cac aca tgc cca ccg tge cea gea cct 1056 

Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro 

340 345 350 

gaa etc ctg ggg gga ccg tea gtc ttc etc ttc cec cca aaa cec aag 1104 

Glu Leu Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys 

355 360 365 

gac acc etc atg ate tec egg acc cct gag gtc aca tgc gtg gtg gtg 1152 

Asp Thr Leu Met He Ser Arg Thr Pro Glu Val Thr Cys Val Val Val 

370 375 380 

gac gtg age cac gaa gac cct gag gtc aag ttc aac tgg tac gtg gac 1200 

Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp 

385 390 395 400 

ggc gtg gag gtg eat aat gcc aag aca aag ccg egg gag gag cag tac 1248 

Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gin Tyr 

405 410 415 

aac age acg tac egt gtg gtc age gtc etc acc gtc ctg cac cag gac 1296 

Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gin Asp 

420 425 430 

tgg ctg aat ggc aag gag tac aag tge aag gtc tee aac aaa gee etc 1344 

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu 

435 440 445 



24 



cca gcc ccc ate gag aaa acc ate tec aaa gee aaa ggg eag ece ega 1392 
Pro Ala Pro He Glu Lys Thr He Ser Lys Ala Lys Gly Gin Pro Arg 
450 455 460 

gaa cea cag gtg tac acc ctg ccc cca tec egg gat gag ctg acc aag 1440 
Glu Pro Gin Val Tyr Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys 
465 470 475 480 

aac cag gtc age ctg acc tgc ctg gtc aaa ggc ttc tat ccc age gae 1488 
Asn Gin Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp 
485 490 495 

ate gcc gtg gag tgg gag age aat ggg cag eeg gag aac aac tac aag 1536 
He Ala Val Glu Trp Glu Ser Asn Gly Gin Pro Glu Asn Asn Tyr Lys 
500 505 510 

ace aeg cet ccc gtg ctg gae tec gae ggc tee ttc ttc etc tac age 1584 
Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser 
515 520 525 

aag etc ace gtg gae aag age agg tgg eag eag ggg aac gtc ttc tea 1632 
Lys Leu Thr Val Asp Lys Ser Arg Trp Gin Gin Gly Asn Val Phe Ser 
530 535 540 

tgc tec gtg atg cat gag get ctg eac aac cac tac aeg cag aag age 1680 
Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gin Lys Ser 
545 550 555 560 

etc tee ctg tet eeg ggt aaa 1701 
Leu Ser Leu Ser Pro Gly Lys 
565 



<210> 16 
<211> 567 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> soluble zalphallR/IgGgammal polypeptide 



<400> 16 



Mpt 


Pro 


Ara 


Gl V 


Trn 
1 1 p 


Al a 


Ala 


Pro 


1 








5 








vj 1 y 


Trn 


Gl V 
U 1 J 


Cvs 


Pro 


Asn 

no \j 


1 pii 


Val 

V U ) 








20 










V u 1 


Tie 




Tip 


1 PIJ 


GliJ 

LJ 1 U 


Mpt 

1 It; L 


Trn 
1 f p 






35 










40 


1 Pli 


Thr 
1 1 1 1 


Trn 


Gin 

VJ 1 1 1 


rAOp 


Gin 

VJ 1 1 1 


Tvr 


GliJ 

d 1 u 




















*^pr 


1 PI J 


Hi^ 


Arn 


Spr 


Al a 

r\ 1 U 


Hi 

1 1 1 o 












70 








Hi s 


Mpt 

1 IC L 


/nop 


Val 

V a 1 


Php 

r 1 IC 


Hi s 

1 1 I o 


Php 


















rAo 1 1 


Tip 


Thr 
1 1 1 1 


A^n 


Gin 


^pr 


Gl V 
u \y 


Mo I 1 








100 










1 PI I 


1 PI 1 


Al R 


Gl 11 


^pr 


Tip 




Prn 






1 1 s 












Thr 

MM 


Php 
r 1 itr 


^p r 


Gl V 


Gl n 


T\/ r 


Mo 1 1 


Tip 

i 1 c 




± vJU 














r I u 


Al R 


Php 
r 1 it: 




Mpt 

1 It! L 


Lt-U 


1 \./Q 


ni V 












1 sn 






Am 


Acrn 


Arn 
Ml y 


Gl V 
u 1 y 


A^n 
Mop 


r 1 u 


Trn 

1 r p 


Al a 

M 1 u 










1 uu 










V d 1 


A^n 
Mop 


^pp 


Arn 
MI y 


^pr 


V a I 


^PP 
Oci 








iftn 

JLOU 












Oci 


^pp 


T\/ p 
1 J' 


u 1 U 


1 Ol 1 


VJ 1 1 1 


V d 1 






IQS 










C\J\J 




Tvr 


vJ 1 1 1 


Gl V 
u 1 y 


Thr 
1 1 1 1 


Trn 
1 r p 


^pr 


Gill 




71 D 
















ni n 

VJ 1 1 1 


^pr 


Gl I] 


Gl 11 

O 1 u 


1 PI 1 




Gl 11 




















ni V 


Pro 


^pr 

OC 1 


Val 

V U 1 


Php 

rift: 


Pro 
r 1 u 


1 PI 1 

LCU 




















ni V 


Thr 
1 1 1 1 


Al a 


Al a 

M 1 u 


1 PI 1 


Gl V 


\^yzi 


















Pro 


Val 


Thr 


Val 


Ser 


Trp 


Asn 


Ser 






275 










280 


Thr 


Phe 


Pro 


Ala 


Val 


Leu 


Gin 


Ser 




290 










295 




Val 


Val 


Thr 


Val 


Pro 


Ser 


Ser 


Ser 


305 










310 






Asn 


Val 


Asn 


His 


Lys 


Pro 


Ser 


Asn 



325 



25 



1 PI 1 


1 PI 1 
10 


1 P) ) 
LCU 


1 PI 1 
LCU 


1 PI ) 

LCU 


1 PI 1 
LCU 


Gin 

VJ 1 1 1 

15 


Gl V 
U \y 




Tvr 


Thr 
1 1 1 1 


Asn 

Mo P 


Tvr 

'yf 


1 PI i 
LCU 


Gl n 

VJ M 1 


Thr 
1 1 1 1 


25 










30 






MOI 1 


1 PI 1 

LCU 


Hi 
n 1 0 


Prn 


^pp 

OCI 


Thr 
1 (1 1 


) PI 1 
LCU 


Thr 

1 M 1 


Gill 

Vj 1 u 


1 PI 1 
LCU 


1 V9 


Asn 
Mo p 

60 


Gl 11 

LJ 1 U 


Al a 

M t a 


Thr 
1 1 1 1 


^pr 

OC 1 


Acrn 
Moi 1 


Al a 

M 1 u 


Thr 

[[IF 

75 


Hi s 
n 1 0 


Al a 
M 1 d 


Thr 

Mil 


T\/p 

ly' 


Thr 
1 1 1 1 

80 


Mpt 
1 It: L 


Al a 

M 1 u 

90 


Acn 
Mop 


Acn 
Mo p 


Tip 
i 1 c 


Php 
r I Ic 


^0 p 

OCI 

95 


\/al 
V d 1 


Tvp 


^0 r 
Oct 


Gl n 
u 1 1 1 


u 1 u 


P \/c 


Gl V 
u \y 


^OP 
OCI 


Php 
ri ic 


105 










no 






Al a 
M 1 d 


pppk 


Prn 


Php 
ri ic 


Acn 
Mot I 


V d I 


Thp 
I 111 


V d 1 


sjCl 


Tpn 

1 rp 


A pn 
Ml y 


^op 

OCI 

140 


Acn 
Mop 


lyr 


PI n 
u 1 U 


Acn 
Mop 


Lys 


1 1 


fi;i n 

0 1 11 

155 


lyr 


ni 1 1 


1 Q( 1 

LcU 


PI n 
Vj M 1 


lyr 
160 


Vd 1 


Q Q 

OCI 

170 


ppn 
ri U 


Mr y 


A pn 

Mr y 


1 \/ c 

Lys 


1 Ql 1 

Lt3U 

175 


T 1 c» 

1 1 e 




LcU 


ppn 
ri u 


LcU 


r;i n 


Php 
ri Ic 


Apn 
Ml y 


Lys 


185 










190 






Apn 
Ml y 


Al 
M 1 d 


r;i V 

U \y 


Prn 
ri U 


Mpt 
l ie L 

90^ 


ppn 
ri U 


PI V 

b ly 


C Q 10 

OCI 


Tpn 

1 r p 


*nPP 


Acn 
Mop 


ppn 
ri U 

220 


Vd 1 


Tip 
1 1 c 


Php 
ri Ic 


PI n 
ij 1 1 1 


u \y 


1 rp 


Acn 
Moi I 

235 


D pn 
ri U 


Mi c 
n 1 0 


Al ^ 
M I d 


C Q P 
OCI 


Thp 
1 111 

240 


Al ^ 

M 1 d 


Ppn 

250 


^0 P 
OCI 


Q Q p 

OCI 


1 \/ c 

Lys 


^ Q 
OCI 


Thr 
1 1 1 1 

255 


^ Q P 
OCI 


1 PI i 
Lt:U 


\/al 
V d 1 


1 \/Q 

Lyb 


Acn 
Mop 


T\/p 

lyf 


Php 

r 1 It; 


ppn 
ri U 


Pin 
u 1 u 


265 










270 






b ly 


A 1 a 


Leu 


1 nr 


Ser 
285 


b ly 


Vd 1 


Ml S 


Ser 


Gly 


Leu 


Tyr 
300 


Ser 


Leu 


Ser 


Ser 


Leu 


Gly 


Thr 
315 


Gin 


Thr 


Tyr 


He 


Cys 
320 


Thr 


Lys 
330 


Val 


Asp 


Lys 


Lys 


Val 
335 


Glu 



26 



Pro Lys 


Ser 


Cys 


Asp 


Lys 


Thr 


His Thr Cys 


Pro Pro Cys Pro 


Ala Pro 






340 








345 


350 




Glu Leu 


Leu 


Gly 


Gly 


Pro 


Ser 


Val Phe Leu 


Phe Pro Pro Lys 


Pro Lys 




355 










360 


365 




Asp Thr 


Leu 


Met 


He 


Ser 


Arg 


Thr Pro Glu 


Val Thr Cys Val 


Val Val 


370 










375 




380 




Asp Val 


Ser 


His 


Glu 


Asp 


Pro 


Glu Val Lys 


Phe Asn Trp Tyr 


Val Asp 


385 








390 






395 


400 


Gly Val 


Glu 


Val 


His 


Asn 


Ala 


Lys Thr Lys 


Pro Arg Glu Glu 


Gin Tyr 








405 






410 




415 


Asn Ser 


Thr 


Tyr 


Arg 


Val 


Val 


Ser Val Leu 


Thr Val Leu His 


Gin Asp 






420 








425 


430 




Trp Leu 


Asn 


Gly 


Lys 


Glu 


Tyr 


Lys Cys Lys 


Val Ser Asn Lys 


Ala Leu 




435 










440 


445 




Pro A1a 


Pro 


He 


Glu 


Lys 


Thr 


He Ser Lys 


Ala Lys Gly Gin 


Pro Arg 


450 










455 




460 




01 u Pro 


Gin 


Val 


Tyr 


Thr 


Leu 


Pro Pro Ser 


Arg Asp Glu Leu 


Thr Lys 


465 








470 






475 


480 


Asn Gin 


Val 


Ser 


Leu 


Thr 


Cys 


Leu Val Lys 


Gly Phe Tyr Pro 


Ser Asp 








485 






490 




495 


He Ala 


Val 


Glu 


Trp 


Glu 


Ser 


Asn Gly Gin 


Pro Glu Asn Asn 


Tyr Lys 






500 








505 


510 




Thr Thr 


Pro 


Pro 


Val 


Leu 


Asp 


Ser Asp Gly 


Ser Phe Phe Leu 


Tyr Ser 




515 










520 


525 




Lys Leu 


Thr 


Val 


Asp 


Lys 


Ser 


Arg Trp Gin 


Gin Gly Asn Val 


Phe Ser 


530 










535 




540 




Cys Ser 


Val 


Met 


His 


Glu 


Ala 


Leu His Asn 


His Tyr Thr Gin 


Lys Ser 


545 








550 






555 


560 


Leu Ser 


Leu 


Ser 


Pro 


Gly 


Lys 









565 



<210> 17 
<211> 1083 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> soluble human IL-2Rgamnia/human kappa light chain 
construct 

<221> CDS 

<222> (1)...(1083) 



27 



<400> 


17 




























atg ttg 


aag 


cca 


tea 


tta 


cca 


ttc 


aca 


tec 


etc 


tta 


ttc 


ctg 


cag 


ctg 


48 


Met Leu 


Lys 


Pro 


Ser 


Leu 


Pro 


Phe 


Thr 


Ser 


Leu 


Leu 


Phe 


Leu 


Gin 


Leu 




1 






5 










10 










15 






ccc ctg 


ctg 


gga 


gtg 


ggg 


ctg 


aac 


acg 


aca 


att 


ctg 


acg 


ccc 


aat 


ggg 


96 


Pro Leu 


Leu 


Gly 


Val 


Gly 


Leu 


Asn 


Thr 


Thr 


He 


Leu 


Thr 


Pro 


Asn 


Gly 








20 










25 










30 








aat gaa 


gac 


acc 


aca 


get 


gat 


ttc 


ttc 


ctg 


acc 


act 


atg 


ccc 


act 


gac 


144 


Asn Glu 


Asp 


Thr 


Thr 


Ala 


Asp 


Phe 


Phe 


Leu 


Thr 


Thr 


Met 


Pro 


Thr 


Asp 






35 










40 










45 










tec etc 


agt 


gtt 


tec 


act 


ctg 


ccc 


etc 


cca 


gag 


gtt 


cag 


tgt 


ttt 


gtg 


192 


Ser Leu 


Ser 


Val 


Ser 


Thr 


Leu 


Pro 


Leu 


Pro 


Glu 


Val 


Gin 


Cvs 


Phe 


Val 




50 










55 










60 












ttc aat 


gtc 


gag 


tac 


atg 


aat 


tgc 


act 


tgg 


aac 


age 


age 


tct 


gag 


ccc 


240 


Phe Asn 


Val 


Glu 


Tvr 


Met 


Asn 


Cys 


Thr 


Trn 


Asn 


Ser 


Ser 


Ser 


Glu 


Pro 




65 








70 










75 










80 




cag cct 


acc 


aac 


etc 


act 


ctg 


cat 


tat 


tgg 


tac 


aag 


aac 


teg 


gat 


aat 


288 


Gin Pro 


Thr 


Asn 


Leu 


Thr 


Leu 


His 


Tvr 


Tro 


Tvr 


Lvs 


Asn 


Ser 


Asp 


Asn 










85 










90 










95 






gat aaa 


qtc 


cag 


aag 


tgc 


age 


cac 


tat 


eta 


ttc 


tct 


gaa 


gaa 


ate 


act 


336 


Asp Lys 


Val 


Gin 


Lvs 


Cys 


Ser 


His 


Tvr 


Leu 


Phe 


Ser 


Glu 


Glu 


He 


Thr 








100 










105 










110 








tct qqc 


tgt 


cag 


ttg 


caa 


aaa 


aag 


gag 


ate 


cac 


etc 


tac 


caa 


aca 


ttt 


384 


Ser Gly 


Cys 


Gin 


Leu 


Gin 


Lvs 


Lvs 


Glu 


He 


His 


Leu 


Tvr 


Gin 


Thr 


Phe 






115 










120 










125 










gtt gtt 


cag 


etc 


cag 


gac 


cca 


egg 


gaa 


ccc 


agg 


aga 


cag 


gee 


aca 


cag 


432 


Val Val 


Gin 


Leu 


Gin 


Asp 


Pro 


Arg 


Glu 


Pro 


Arg 


Arg 


Gin 


Ala 


Thr 


Gin 




130 










135 










140 












atg eta 


aaa 


ctg 


cag 


aat 


ctg 


gtg 


ate 


ccc 


tgg 


get 


cca 


gag 


aac 


eta 


480 


Met Leu 


Lys 


Leu 


Gin 


Asn 


Leu 


Val 


He 


Pro 


Trp 


Ala 


Pro 


Glu 


Asn 


Leu 




145 








150 










155 










160 





0 



SIS' 



lb?" 



<5'^'^, CSS 



9 



aac ^'^^ 



29 



gtc tac gcc tgc gaa gtc acc cat cag ggc ctg age teg ccc gtc aca 
Val Tyr Ala Cys Glu Val Thr His Gin Gly Leu Ser Ser Pro Val Thr 
340 345 350 

aag age ttc aac agg gga gag tgt tag 
Lys Ser Phe Asn Arg Gly Glu Cys * 
355 360 



<210> 18 
<211> 360 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> soluble human IL-2Rganima/human kappa light chain 
polypepti de 



<400> 18 



Met 


Leu 


Lys 


Pro 


Ser 


Leu 


Pro 


Phe 


Thr 


Ser 


Leu 


Leu 


Phe 


Leu 


Gin 


Leu 


1 








5 










10 










15 




Pro 


Leu 


Leu 


Gly 
20 


Val 


Gly 


Leu 


Asn 


Thr 
25 


Thr 


He 


Leu 


Thr 


Pro 
30 


Asn 


Gly 


Asn 


Glu 


Asp 
35 


Thr 


Thr 


Ala 


Asp 


Phe 
40 


Phe 


Leu 


Thr 


Thr 


Met 
45 


Pro 


Thr 


Asp 


Ser 


Leu 
50 


Ser 


Val 


Ser 


Thr 


Leu 
55 


Pro 


Leu 


Pro 


Glu 


Val 
60 


Gin 


Cys 


Phe 


Val 


Phe 


Asn 


Val 


Glu 


Tyr 


Met 


Asn 


Cys 


Thr 


Trp 


Asn 


Ser 


Ser 


Ser 


Glu 


Pro 


65 










70 










75 










80 


Gin 


Pro 


Thr 


Asn 


Leu 
85 


Thr 


Leu 


His 


Tyr 


Trp 
90 


Tyr 


Lys 


Asn 


Ser 


Asp 
95 


Asn 


Asp 


Lys 


Val 


Gin 
100 


Lys 


Cys 


Ser 


His 


Tyr 
105 


Leu 


Phe 


Ser 


Glu 


Glu 
110 


He 


Thr 


Ser 


Gly 


Cys 
115 


Gin 


Leu 


Gin 


Lys 


Lys 
120 


Glu 


He 


His 


Leu 


Tyr 
125 


Gin 


Thr 


Phe 


Val 


Val 
130 


Gin 


Leu 


Gin 


Asp 


Pro 
135 


Arg 


Glu 


Pro 


Arg 


Arg 
140 


Gin 


Ala 


Thr 


Gin 


Met 


Leu 


Lys 


Leu 


Gin 


Asn 


Leu 


Val 


He 


Pro 


Trp 


Ala 


Pro 


Glu 


Asn 


Leu 


145 










150 










155 










160 


Thr 


Leu 


His 


Lys 


Leu 
165 


Ser 


Glu 


Ser 


Gin 


Leu 
170 


Glu 


Leu 


Asn 


Trp 


Asn 
175 


Asn 



30 



Arg Phe 


Leu 


Asn 


His Cys Leu Glu 


His Leu Val Gin Tyr 


Arg 


Thr 


Asp 






180 




185 


190 






Trp Asp 


His 


Ser 


Trp Thr Glu Gin 


Ser Val Asp Tyr Arg 


His 


Lys 


Phe 




195 




200 


205 








Ser Leu 


Pro 


Ser 


Val Asp Gly Gin 


Lys Arg Tyr Thr Phe 


Arg 


Val 


Arg 


210 






215 


220 








Ser Arg 


Phe 


Asn 


Pro Leu Cys Gly 


Ser Ala Gin His Trp 


Ser 


Glu 


Trp 


225 






230 


235 






240 


Ser His 


Pro 


He 


His Trp Gly Ser 


Asn Thr Ser Lys Glu 


Asn 


Thr 


Val 








245 


250 




255 




Ala Ala 


Pro 


Ser 


Val Phe He Phe 


Pro Pro Ser Asp Glu 


Gin 


Leu 


Lys 






260 




265 


270 






Ser Gly 


Thr 


Ala 


Ser Val Val Cys 


Leu Leu Asn Asn Phe 


Tyr 


Pro 


Arg 




275 




280 


285 








Glu Ala 


Lys 


Val 


Gin Trp Lys Val 


Asp Asn Ala Leu Gin 


Ser 


Gly 


Asn 


290 






295 


300 








Ser Gin 


Glu 


Ser 


Val Thr Glu Gin 


AsD Ser Lvs Asd Ser 


Thr 


Tvr 


Ser 


305 






310 


315 






320 


Leu Ser 


Ser 


Thr 


Leu Thr Leu Ser 


Lys Ala Asp Tyr Glu 


Lys 


His 


Lys 








325 


330 




335 




Val Tyr 


Ala 


Cys 


Glu Val Thr His 


Gin Gly Leu Ser Ser 


Pro 


Val 


Thr 






340 




345 


350 






Lys Ser 


Phe 


Asn 


Arg Gly Glu Cys 












355 




360 











<210> 19 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC19905 
<400> 19 

acaggatccg tcagcatgcc gcgtggctgg gccgcc 

<210> 20 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC19906 



31 



<400> 20 

acagaattct tagctggcct ggggtccagg cgt 

<210> 21 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC19931 
<400> 21 

ggttggtacc gcaagatgcc gcgtggctgg gccgcc 

<210> 22 
<211> 29 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC19932 

<400> 22 
cggaggatcc gtgagggttc cagccttcc 

<210> 23 
<211> 8 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> FLAG tag amino acid sequence 

<400> 23 
Asp Tyr Lys Asp Asp Asp Asp Lys 
1 5 

<210> 24 
<211> 66 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> Oligonucleotide primer spanning vector flanking 
region and the 5' end of the zalphall 

<400> 24 

tccactttgc ctttctctcc acaggtgtcc agggaattca tcgataatgc cgcgtggctg 60 
ggccgc ' 66 

<210> 25 

<211> 699 

<212> DNA 

<213> Homo sapiens 

<400> 25 

gagcccagat cttcagacaa aactcacaca tgcccaccgt gcccagcacc tgaagccgag 60 

ggggcaccgt cagtcttcct cttcccccca aaacccaagg acaccctcat gatctcccgg 120 

acccctgagg tcacatgcgt ggtggtggac gtgagccacg aagaccctga ggtcaagttc 180 

aactggtacg tggacggcgt ggaggtgcat aatgccaaga caaagccgcg ggaggagcag 240 

tacaacagca cgtaccgtgt ggtcagcgtc ctcaccgtcc tgcaccagga ctggctgaat 300 

ggcaaggagt acaagtgcaa ggtctccaac aaagccctcc catcctccat cgagaaaacc 360 

atctccaaag ccaaagggca gccccgagaa ccacaggtgt acaccctgcc cccatcccgg 420 

gatgagctga ccaagaacca ggtcagcctg acctgcctgg tcaaaggctt ctatcccagc 480 

gacatcgccg tggagtggga gagcaatggg cagccggaga acaactacaa gaccacgcct 540 

cccgtgctgg actccgacgg ctccttcttc ctctacagca agctcaccgt ggacaagagc 600 

aggtggcagc aggggaacgt cttctcatgc tccgtgatgc atgaggctct gcacaaccac 660 

tacacgcaga agagcctctc cctgtctccg ggtaaataa 699 

<210> 26 
<211> 62 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> First Oligonucleotide primer spanning 3' end of 
the zalphall extracellular domain and the 5' end 
of Fc4 

<400> 26 

gcacggtggg catgtgtgag ttttgtctga agatctgggc tcgtgagggt tccagccttc 60 
ct 62 



<210> 27 
<211> 61 
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<212> DMA 

<213> Artificial Sequence 
<220> 

<223> Second Oligonucleotide primer spanning 3' end of 
the zalphall extracellular domain and the 5' end 
of Fc4 

<400> 27 

agacccagtc agaggagtta aaggaaggct ggaaccctca cgagcccaga tcttcagaca 
a 

<210> 28 
<211> 67 
<212> DMA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer spanning the 3' end of Fc4 
and the vector flanking region 

<400> 28 

gtgggcctct ggggtgggta caaccccaga gctgttttaa tctagattat ttacccggag 
acaggga 

<210> 29 
<211> 1821 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Polynucleotide encoding MBP-human zalphall soluble 
receptor fusion 

<221> CDS 

<222> (1)...(1821) 

<400> 29 

atg aaa ate gaa gaa ggt aaa ctg gta ate tgg att aac ggc gat aaa 

Met Lys He Glu Glu Gly Lys Leu Val He Trp He Asn Gly Asp Lys 
15 10 15 
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ggc tat aac ggt etc get gaa gtc ggt aag aaa ttc gag aaa gat acc 96 

Gly Tyr Asn Gly Leu Ala Glu Val Gly Lys Lys Phe Glu Lys Asp Thr 

20 25 30 

gga att aaa gtc acc gtt gag cat ccg gat aaa ctg gaa gag aaa ttc 144 

Gly He Lys Val Thr Val Glu His Pro Asp Lys Leu Glu Glu Lys Phe 

35 40 45 

cca cag gtt gcg gca act ggc gat ggc cct gac att ate ttc tgg gca 192 

Pro Gin Val Ala Ala Thr Gly Asp Gly Pro Asp He He Phe Trp Ala 

50 55 60 

cac gac cgc ttt ggt ggc tac get caa tct ggc ctg ttg get gaa ate 240 

His Asp Arg Phe Gly Gly Tyr Ala Gin Ser Gly Leu Leu Ala Glu He 

65 70 75 80 

ace ccg gac aaa gcg ttc cag gac aag ctg tat ccg ttt ace tgg gat 288 

Thr Pro Asp Lys Ala Phe Gin Asp Lys Leu Tyr Pro Phe Thr Trp Asp 

85 90 95 

gee gta cgt tac aac ggc aag ctg att get tac ccg ate get gtt gaa 336 

Ala Val Arg Tyr Asn Gly Lys Leu He Ala Tyr Pro He Ala Val Glu 

100 105 110 

gcg tta teg ctg att tat aac aaa gat ctg ctg ccg aac ccg cca aaa 384 

Ala Leu Ser Leu He Tyr Asn Lys Asp Leu Leu Pro Asn Pro Pro Lys 

115 120 125 

acc tgg gaa gag ate ccg gcg ctg gat aaa gaa ctg aaa gcg aaa ggt 432 

Thr Trp Glu Glu He Pro Ala Leu Asp Lys Glu Leu Lys Ala Lys Gly 

130 135 140 

aag age gcg ctg atg ttc aac ctg caa gaa ccg tac ttc ace tgg ccg 480 

Lys Ser Ala Leu Met Phe Asn Leu Gin Glu Pro Tyr Phe Thr Trp Pro 

145 150 155 160 

ctg att get get gac ggg ggt tat gcg ttc aag tat gaa aac ggc aag 528 

Leu He Ala Ala Asp Gly Gly Tyr Ala Phe Lys Tyr Glu Asn Gly Lys 

155 170 175 

tac gac att aaa gac gtg ggc gtg gat aac get ggc gcg aaa gcg ggt 576 

Tyr Asp He Lys Asp Val Gly Val Asp Asn Ala Gly Ala Lys Ala Gly 

180 185 190 
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ctg acc ttc ctg gtt gac ctg att aaa aac aaa cac atg aat gca gac 624 

Leu Thr Phe Leu Val Asp Leu He Lys Asn Lys His Met Asn Ala Asp 

195 200 205 

acc gat tac tec ate gca gaa get gee ttt aat aaa gge gaa aea gcg 672 

Thr Asp Tyr Ser He Ala Glu Ala Ala Phe Asn Lys Gly Glu Thr Ala 

210 215 220 

atg acc ate aac ggc ccg tgg gca tgg tec aac ate gac ace age aaa 720 

Met Thr He Asn Gly Pro Trp Ala Trp Ser Asn He Asp Thr Ser Lys 

225 230 235 240 

gtg aat tat ggt gta aeg gta ctg ccg ace ttc aag ggt caa eca tec 768 

Val Asn Tyr Gly Val Thr Val Leu Pro Thr Phe Lys Gly Gin Pro Ser 

245 250 255 

aaa ccg ttc gtt ggc gtg ctg age gca ggt att aac gee gee agt ccg 816 

Lys Pro Phe Val Gly Val Leu Ser Ala Gly He Asn Ala Ala Ser Pro 

260 265 270 

aac aaa gag ctg gca aaa gag ttc etc gaa aac tat ctg ctg act gat 864 

Asn Lys Glu Leu Ala Lys Glu Phe Leu Glu Asn Tyr Leu Leu Thr Asp 

275 280 285 

gaa ggt ctg gaa gcg gtt aat aaa gac aaa ccg ctg ggt gee gta gcg 912 

Glu Gly Leu Glu Ala Val Asn Lys Asp Lys Pro Leu Gly Ala Val Ala 

290 295 300 

ctg aag tet tac gag gaa gag ttg gcg aaa gat cea egt att gee gee 960 

Leu Lys Ser Tyr Glu Glu Glu Leu Ala Lys Asp Pro Arg He Ala Ala 

305 310 315 320 

ace atg gaa aac gee eag aaa ggt gaa ate atg ccg aac ate ccg cag 1008 

Thr Met Glu Asn Ala Gin Lys Gly Glu He Met Pro Asn He Pro Gin 

325 330 335 

atg tee get ttc tgg tat gee gtg egt act gcg gtg ate aac gee gee 1056 

Met Ser Ala Phe Trp Tyr Ala Val Arg Thr Ala Val He Asn Ala Ala 

340 345 350 
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age ggt cgt cag act gtc gat gaa gcc ctg aaa gac gcg cag act aat 1104 
Sen Gly Arg Gin Thr Val Asp Glu Ala Leu Lys Asp Ala Gin Thr Asn 
355 360 365 

teg age tee eac eat eac cat cac eac geg aat teg gta ceg ctg gtt 1152 
Ser Sen Sen His His His His His His Ala Asn Sen Val Pro Leu Val 
370 375 380 

ceg egt gga tee tge cec gac etc gtc tgc tac aee gat tac etc cag 1200 
Pro Arg Gly Ser Cys Pro Asp Leu Val Cys Tyr Thr Asp Tyr Leu Gin 
385 390 395 400 

aeg gtc ate tge ate ctg gaa atg tgg aac etc cac cec age aeg etc 1248 
Thr Val He Cys He Leu Glu Met Trp Asn Leu His Pro Ser Thr Leu 
405 410 415 

ace ett ace tgg caa gac cag tat gaa gag ctg aag gac gag gcc ace 1296 
Thr Leu Thr Trp Gin Asp Gin Tyr Glu Glu Leu Lys Asp Glu Ala Thr 
420 425 430 

tec tge age etc eac agg teg gcc cac aat gee aeg cat gee ace tac 1344 
Ser Cys Ser Leu His Arg Ser Ala His Asn Ala Thr His Ala Thr Tyr 
435 440 445 

aee tge eac atg gat gta ttc cac ttc atg gee gac gac att ttc agt 1392 
Thr Cys His Met Asp Val Phe His Phe Met Ala Asp Asp He Phe Ser 
450 455 460 

gtc aac ate aca gac cag tct ggc aac tac tec cag gag tgt ggc age 1440 
Val Asn He Thr Asp Gin Ser Gly Asn Tyr Ser Gin Glu Cys Gly Ser 
465 470 475 480 

ttt etc ctg get gag age ate aag ceg get cec cet ttc aac gtg act 1488 
Phe Leu Leu Ala Glu Ser He Lys Pro Ala Pro Pro Phe Asn Val Thr 
485 490 495 

gtg ace ttc tea gga cag tat aat ate tec tgg cgc tea gat tac gaa 1536 
Val Thr Phe Ser Gly Gin Tyr Asn He Ser Trp Arg Ser Asp Tyr Glu 
500 505 510 

gac cet gcc ttc tac atg ctg aag ggc aag ett cag tat gag ctg cag 1584 
Asp Pro Ala Phe Tyr Met Leu Lys Gly Lys Leu Gin Tyr Glu Leu Gin 
515 520 525 
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tac agg aac egg gga gac ccc tgg get gtg agt ccg agg aga aag ctg 1632 

Tyr Arg Asn Arg Gly Asp Pro Trp Ala Val Ser Pro Arg Arg Lys Leu 
530 535 540 

ate tea gtg gac tea aga agt gtc tee etc etc ccc ctg gag ttc cgc 1680 

lie Ser Val Asp Ser Arg Ser Val Ser Leu Leu Pro Leu Glu Phe Arg 

545 550 555 560 

aaa gac teg age tat gag ctg cag gtg egg gea ggg ccc atg cct ggc 1728 

Lys Asp Ser Ser Tyr Glu Leu Gin Val Arg Ala Gly Pro Met Pro Gly 
565 570 575 

tec tee tac cag ggg ace tgg agt gaa tgg agt gac ccg gtc ate ttt 1776 

Ser Ser Tyr Gin Gly Thr Trp Ser Glu Trp Ser Asp Pro Val He Phe 
580 585 590 

cag ace cag tea gag gag tta aag gaa ggc tgg aae cct cac tag 1821 

Gin Thr Gin Ser Glu Glu Leu Lys Glu Gly Trp Asn Pro His * 
595 600 605 



<210> 30 
<211> 606 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> MBP-human zalphall soluble receptor fusion 
polypeptide 

<400> 30 

Met Lys He Glu Glu Gly Lys Leu Val He Trp He Asn Gly Asp Lys 

15 10 15 

Gly Tyr Asn Gly Leu Ala Glu Val Gly Lys Lys Phe Glu Lys Asp Thr 

20 25 30 

Gly He Lys Val Thr Val Glu His Pro Asp Lys Leu Glu Glu Lys Phe 

35 40 45 

Pro Gin Val Ala Ala Thr Gly Asp Gly Pro Asp He He Phe Trp Ala 

50 55 60 

His Asp Arg Phe Gly Gly Tyr Ala Gin Ser Gly Leu Leu Ala Glu He 
65 70 75 80 
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Thr Pro 


Asp 


Lys 


Ala 


Phe 


Gin 


Asp 


Lys 


Leu 


Tyr 


Pro 


Phe 


Thr 


Trp Asp 








85 










90 










95 


Ala Val 


Arg 


Tyr 


Asn 


Gly 


Lys 


Leu 


He 


Ala 


Tyr 


Pro 


He 


Ala 


Val Glu 






100 










105 










110 




A1a Leu 


Ser 


Leu 


He 


Tyr 


Asn 


Lys 


Asp 


Leu 


Leu 


Pro 


Asn 


Pro 


Pro Lys 




115 










120 










125 






Thr Trp 


Glu 


Glu 


He 


Pro 


Ala 


Leu 


Asp 


Lys 


Glu 


Leu 


Lys 


Ala 


Lys Gly 


130 










135 










140 








Lys Ser 


Ala 


Leu 


Met 


Phe 


Asn 


Leu 


Gin 


Glu 


Pro 


Tyr 


Phe 


Thr 


Trp Pro 


145 








150 










155 








160 


Leu lie 


Ala 


Ala 


Asp 


Gly 


Gly 


Tyr 


Ala 


Phe 


Lys 


Tyr 


Glu 


Asn 


Gly Lys 








165 










170 










175 


Tyr Asp 


He 


Lys 


Asp 


Val 


Gly 


Val 


Asp 


Asn 


Ala 


Gly 


Ala 


Lys 


Ala Gly 






180 










185 










190 




Leu Thr 


Phe 


Leu 


Val 


Asp 


Leu 


He 


Lys 

•J 


Asn 


Lys 

■J 


His 


Met 


Asn 


Ala Asp 




195 










200 










205 






Thr Asp 


Tyr 


Ser 


He 


Ala 


Glu 


Ala 


Ala 


Phe 


Asn 


Lys 


Gly 


Glu 


Thr Ala 


210 










215 










220 








Met Thr 


He 


Asn 


Gly 


Pro 


Trp 


Ala 


Trp 


Ser 


Asn 


He 


Asp 


Thr 


Ser Lys 


225 








230 










235 








240 


Va1 Asn 


Tyr 


Gly 


Val 


Thr 


Val 


Leu 


Pro 


Thr 


Phe 


Lys 


Gly 


Gin 


Pro Ser 








245 










250 










255 


Lys Pro 


Phe 


Val 


Gly 


Val 


Leu 


Ser 


Ala 


Gly 


He 


Asn 


Ala 


Ala 


Ser Pro 






260 










265 










270 




Asn Lys 


Glu 


Leu 


Ala 


Lys 


Glu 


Phe 


Leu 


Glu 


Asn 


Tyr 


Leu 


Leu 


Thr Asp 




275 










280 










285 






Glu Gly 


Leu 


Glu 


Ala 


Val 


Asn 


Lys 


Asp 


Lys 


Pro 


Leu 


Gly 


Ala 


Val Ala 


290 










295 










300 








Leu Lys 


Ser 


Tyr 


Glu 


Glu 


Glu 


Leu 


Ala 


Lys 


Asp 


Pro 


Arg 


He 


Ala Ala 


305 








310 










315 








320 


Thr Met 


Glu 


Asn 


Ala 


Gin 


Lys 


Gly 


Glu 


He 


Met 


Pro 


Asn 


He 


Pro Gin 








325 










330 










335 


Met Ser 


Ala 


Phe 


Trp 


Tyr 


Ala 


Val 


Arg 


Thr 


Ala 


Val 


He 


Asn 


Ala Ala 






340 










345 










350 




Ser Gly 


Arg 


Gin 


Thr 


Val 


Asp 


Glu 


Ala 


Leu 


Lys 


Asp 


Ala 


Gin 


Thr Asn 




355 










360 










365 






Ser Ser 


Ser 


His 


His 


His 


His 


His 


His 


Ala 


Asn 


Ser 


Val 


Pro 


Leu Val 


370 










375 










380 








Pro Arg 


Gly 


Ser 


Cys 


Pro 


Asp 


Leu 


Val 


Cys 


Tyr 


Thr 


Asp 


Tyr 


Leu Gin 


385 








390 










395 








400 


Thr Val 


He 


Cys 


He 


Leu 


Glu 


Met 


Trp 


Asn 


Leu 


His 


Pro 


Ser 


Thr Leu 



405 410 415 
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Thr 


Leu 


Thr 


Trp 
420 


Gin 


Asp 


Gin 


Tyr 


Glu 
425 


Glu 


Leu 


Lys 


Asp 


Glu 
430 


Ala 


Thr 


Sen 


Cys 


Ser 
435 


Leu 


His 


Arg 


Ser 


Ala 
440 


His 


Asn 


Ala 


Thr 


His 
445 


Ala 


Thr 


Tyr 


Thr 


Cys 
450 


His 


Met 


Asp 


Val 


Phe 
455 


His 


Phe 


Met 


Ala 


Asp 
460 


Asp 


He 


Phe 


Ser 


Va"! 


Asn 


He 


Thr 


Asp 


Gin 


Ser 


Gly 


Asn 


Tyr 


Ser 


Gin 


Glu 


Cys 


Gly 


Ser 


465 










470 










475 










480 


Phe 


Leu 


Leu 


Ala 


Glu 
485 


Ser 


He 


Lys 


Pro 


Ala 
490 


Pro 


Pro 


Phe 


Asn 


Val 
495 


Thr 


Val 


Thr 


Phe 


Ser 
500 


Gly 


Gin 


Tyr 


Asn 


He 
505 


Ser 


Trp 


Arg 


Ser 


Asp 
510 


Tyr 


Glu 


Asp 


Pro 


Ala 
515 


Phe 


Tyr 


Met 


Leu 


Lys 
520 


Gly 


Lys 


Leu 


Gin 


Tyr 
525 


Glu 


Leu 


Gin 


Tyr 


Arg 
530 


Asn 


Arg 


Gly 


Asp 


Pro 
535 


Trp 


Ala 


Val 


Ser 


Pro 
540 


Arg 


Arg 


Lys 


Leu 


He 


Ser 


Val 


Asp 


Ser 


Arg 


Ser 


Val 


Ser 


Leu 


Leu 


Pro 


Leu 


Glu 


Phe 


Arg 


545 










550 










555 










560 


Lys 


Asp 


Ser 


Ser 


Tyr 
565 


Glu 


Leu 


Gin 


Val 


Arg 
570 


Ala 


Gly 


Pro 


Met 


Pro 
575 


Gly 


Ser 


Ser 


Tyr 


Gin 
580 


Gly 


Thr 


Trp 


Ser 


Glu 
585 


Trp 


Ser 


Asp 


Pro 


Val 
590 


He 


Phe 


Gin 


Thr 


Gin 
595 


Ser 


Glu 


Glu 


Leu 


Lys 
600 


Glu 


Gly 


Trp 


Asn 


Pro 
605 


His 







<210> 31 

<211> 657 

<212> DNA 

<213> Homo sapiens 

<400> 31 

tgccccgacc tcgtctgcta caccgattac ctccagacgg tcatctgcat cctggaaatg 60 

tggaacctcc accccagcac gctcaccctt acctggcaag accagtatga agagctgaag 120 

gacgaggcca cctcctgcag cctccacagg tcggcccaca atgccacgca tgccacctac 180 

acctgccaca tggatgtatt ccacttcatg gccgacgaca ttttcagtgt caacatcaca 240 

gaccagtctg gcaactactc ccaggagtgt ggcagctttc tcctggctga gagcatcaag 300 

ccggctcccc ctttcaacgt gactgtgacc ttctcaggac agtataatat ctcctggcgc 360 

tcagattacg aagaccctgc cttctacatg ctgaagggca agcttcagta tgagctgcag 420 

tacaggaacc ggggagaccc ctgggctgtg agtccgagga gaaagctgat ctcagtggac 480 

tcaagaagtg tctccctcct ccccctggag ttccgcaaag actcgagcta tgagctgcag 540 

gtgcgggcag ggcccatgcc tggctcctcc taccagggga cctggagtga atggagtgac 600 

ccggtcatct ttcagaccca gtcagaggag ttaaaggaag gctggaaccc tcactag 657 
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<210> 32 
<211> 65 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primerZC20187 
<400> 32 

tcaccacgcg aattcggtac cgctggttcc gcgtggatcc tgccccgacc tcgtctgcta 
caccg 

<210> 33 
<211> 68 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primerZC20185 
<400> 33 

tctgtatcag gctgaaaatc ttatctcatc cgccaaaaca ctagtgaggg ttccagcctt 
cctttaac 

<210> 34 
<211> 40 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primerZC19372 
<400> 34 

tgtcgatgaa gccctgaaag acgcgcagac taattcgagc 

<210> 35 
<211> 60 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primerZC19351 
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<400> 35 

acgcgcagac taattcgagc tcccaccatc accatcacca cgcgaattcg gtaccgctgg 60 

<210> 35 
<211> 60 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primerZC19352 
<400> 36 

actcactata gggcgaattg cccgggggat ccacgcggaa ccagcggtac cgaattcgcg 60 

<210> 37 
<211> 42 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primerZC19371 
<400> 37 

acggccagtg aattgtaata cgactcacta tagggcgaat tg 42 

<210> 38 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide pr1merZCl9907 
<400> 38 

atggatgtat tccacttcat ggcc 24 

<210> 39 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primerZC19908 
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<400> 39 
actgtcaaac gtgtccatat ccag 

<210> 40 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primerZC22277 

<40G> 40 
ccaggagtgt ggcagctttc 

<21G> 41 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primerZC22276 

<400> 41 
gcttgccctt cagcatgtag a 

<210> 42 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<22G> 

<223> Zalphall TaqMan Probe. ZG31 

<400> 42 
cggctccccc tttcaacgtg act 

<210> 43 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> Oligonucleotide primer. rRNA forward primer 

<400> 43 
cggctaccac atccaaggaa 

<210> 44 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer, rRNA reverse primer 

<400> 44 
gctggaatta ccgcggct 

<210> 45 
<2ll> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> rRNA TaqMan probe 

<400> 45 
tgctggcacc agacttgccc tc 

<210> 46 
<211> 3072 
<212> DNA 
<213> Mus musculus 

<220> 

<221> CDS 

<222> (54)... (491) 

<400> 46 

gagaaccaga ccaaggccct gtcatcagct cctggagact cagttctggt ggc atg 
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gag agg acc ctt gtc tgt ctg gta gtc ate ttc ttg ggg aca gtg gcc 104 

Glu Arg Thr Leu Val Cys Leu Val Val He Phe Leu Gly Thr Val Ala 

5 10 15 

cat aaa tea age ccc caa ggg cca gat cgc etc ctg att aga ctt cgt 152 

His Lys Sen Ser Pro Gin Gly Pro Asp Arg Leu Leu He Arg Leu Arg 

20 25 30 

cac ctt att gac att gtt gaa cag ctg aaa ate tat gaa aat gae ttg 200 

His Leu He Asp He Val Glu Gin Leu Lys He Tyr Glu Asn Asp Leu 

35 40 45 

gat cet gaa ctt eta tea get cca caa gat gta aag ggg cac tgt gag 248 

Asp Pro Glu Leu Leu Ser Ala Pro Gin Asp Val Lys Gly His Cys Glu 

50 55 60 65 

eat gea get ttt gee tgt ttt cag aag gcc aaa etc aag cca tea aac 296 

His Ala Ala Phe Ala Cys Phe Gin Lys Ala Lys Leu Lys Pro Ser Asn 

70 75 80 

cet gga aac aat aag aca ttc ate att gac etc gtg gcc cag etc agg 344 

Pro Gly Asn Asn Lys Thr Phe He He Asp Leu Val Ala Gin Leu Arg 

85 90 95 

3gg agg ctg cet gcc agg agg gga gga aag aaa cag aag cac ata get 392 

Arg Arg Leu Pro Ala Arg Arg Gly Gly Lys Lys Gin Lys His He Ala 

100 105 110 

aaa tge cet tec tgt gat teg tat gag aaa agg aca ccc aaa gaa ttc 440 

Lys Cys Pro Ser Cys Asp Ser Tyr Glu Lys Arg Thr Pro Lys Glu Phe 

115 120 125 

eta gaa aga eta aaa tgg etc ctt caa aag atg att cat cag eat etc 488 

Leu Glu Arg Leu Lys Trp Leu Leu Gin Lys Met He His Gin His Leu 

130 135 140 145 

tec tagaaeaeat aggaccegaa gattcctgag gateegagaa gattccegag 541 
Ser 



gaetgaggag aegceggaca etatagaege teacgaatgc aggagtacat cttgectett 601 
gggattgcaa gtggagaagt acgataegtt atgataagaa caactcagaa aagetatagg 651 
ttaagatect ttcgeecatt aactaagcag aeattgtggt teectgcaea gaeteeatgc 721 



45 



tgtcaacatg gaaaatctca actcaacaag 
tgcttctcaa gctgtggctt catcttattg 
gaaaactaaa gcttttagca aaaatacagc 
cctcttatga tcctaacgga atgatgtaag 
aaattgaagt ctttattctt taagaaaaac 
actcattacc acaaacatct agcatattga 
gctttccaga taggtacagt ttttcttctc 
gagggtcacc cctggctttc actgtttttc 
cttaagttgc cttcctccca atgtcaagtt 
agatggcaat gaaagcctgt ggaagtgcaa 
tttcaagttt gtagctctca cctcaagtgg 
tccagcctca gtctcctctc ccacatcctt 
aaaagcaatc caaacaagtt cagcacttaa 
aaatccaacc atctatttaa aatcaaaatc 
ttccagtttt aaacagactt ttactgaaca 
gagcaaatag ttttgccatt tgatataatt 
aagtctacaa agctattttc cctggagtgg 
aaatggatct gagatccaag catggcctgg 
ctgtacctca cagtgccttt aaaacaagca 
agactagtgt taactgattc ccagaaaagt 
actttaaaaa tatgtattgc aaagaacttg 
attatacaca catagcccac gtaagtgtcc 
tgctcgaaag ctgaagcaga gatgcagtcc 
gtctccatgt tttattcttt tgttgtttct 
tgatttttat atttaagaca atgtatttat 
atcactgaca atttctaatc aagaagtaca 
tgtatcgttt ggaaaagcca gtgaaggctt 
gagtaaacta gacaaaattg cacagcagtc 
gtcctttgac attattgttc actgtgggtg 
tgtccatgaa ggttgccact ggtgtaagct 
acaagaatgt ggggctttcc taagtctatt 
agttttaatg ttttgagtac tcttacagga 
atcccaagtg tgatatttag ttgttcaaaa 
catacataca tatatatata tatatataca 
tatatataga gagagagaga gagagagaga 
aggagttcag aggaaatcag ttatggccgt 
gaataaattc atagcattat tgatctatgt 
gagaatttag ttttaatatg aatgatgtac 
ttggttttga atgtttgtgt tcatggcttc 
cccagtccgg a 



agcccagctt cccgtgtcag ggatttctgg 781 

cccaactgtg acattctttg attggaaggg 841 

tagggaattt gtcgatctgc gagagtaaga 901 

ctggaaataa taagcataag atgaaattga 961 

tttgtacttg aaagcatgtc tgaagagttt 1021 

taactaacat ctttatactc tacaagagag 1081 

tattaggtct atcaaaattt aacctattat 1141 

taaagaggca agggtgtagt aagaagcagg 1201 

cctttataag ctaatagttt aatcttgtga 1261 

acctcactat cttctggagc caagtagaat 1321 

ttatgggtgt cctgtgatga atctgctagc 1381 

tcctttcttt cctctttgaa acttctaaga 1441 

gacacattgc atgcacactt ttgataagtt 1501 

aggagatgag ccaagagacc agaggttctg 1561 

tcccaatctt ttaaccacag aggctaaatt 1621 

tccaacagta tgtttcaatg tcaagttaaa 1681 

tatcatcgct ttgagaattt cttatggtta 1741 

gggatggttt tgatctaagg aaaaaggtgt 1801 

gagatcccgt gtaccgccct aagatagcac 1861 

gtcacaatca gaaccaacgc attctcttaa 1921 

tgtaactgta aatgtgtgac tgttgatgac 1981 

aatggtgcta gcattggttg ctgagtttgc 2041 

ttcacaaagc aatgatggac agagagggga 2101 

ggctgtgtaa ctgttgactt cttgacattg 2161 

tttggtgtgt ttattgttct agccttttaa 2221 

aataattcaa tgcagcacag gctaagagct 2281 

ctccactagc catgggaaag ctacgcttta 2341 

ttgaacctct ctgtgctcaa gactcagcca 2401 

ggaacacatt ggacctgaca cactgttgtg 2461 

ttttttggtt ttcattctct tatctgtaga 2521 

ctgtatttta ttctgaactt cgtatgtctg 2581 

acacctgacc acacttttga gttaaatttt 2641 

agggaaggga tatacataca tacatacata 2701 

tatatatata tatatatatg tatatatata 2761 

gagaaagaga gagaggttgt tgtaggtcat 2821 

taatactgta gctgaaagtg ttttctttgt 2881 

tattgctctg ttttatttac agtcacacct 2941 

tttataactt aatgattatt tattatgtat 3001 

ttatttaaga cctgatcata ttaaatgcta 3061 

3072 



<210> 47 
<211> 146 



46 



<212> PRT 

<213> Mus musculus 

<400> 47 



Met Glu 


Arq 


Thr 


Leu 


Val Cys 


Leu Val Val He 


Phe 


Leu 


Gly 


Thr 


Val 


1 






5 




10 








15 




Ala His 


Lvs 


Ser 


Ser 


Pro Gin 


Glv Pro AsD Ara 


Leu 


Leu 


He 


Ara 


Leu 






20 






25 






30 






Arg Hi s 


Leu 


lie Asp 


He Val 


Gl ij Gin 1 pij Lvs 


He 


Tvr 


Glu 


Asn 


Asp 




35 








40 




45 








1 oi 1 Ac n 


Prn 
r 1 U 


Glu 


Leu 


1 OI 1 

LcU Otri 


Al;^ Prn ni n Acn 
Mid r f u u 1 1 1 Mo p 


V d 1 


Lys 


u 1 y 


Hi Q 




50 








55 




60 










Glu His 


Ala 


Ala 


Phe 


Ala Cys 


Phe Gin Lys Ala 


Lys 


Leu 


Lys 


Pro 


Ser 


65 








70 


75 










80 


Asn Pro 


Gly 


Asn 


Asn 


Lys Thr 


Phe He He Asp 


Leu 


Val 


Ala 


Gin 


Leu 








85 




90 








95 




Arg Arg 


Arg 


Leu 


Pro 


Ala Arg 


Arg Gly Gly Lys 


Lys 


Gin 


Lys 


His 


He 






100 






105 






110 






Ala Lys 


Cys 


Pro 


Ser 


Cys Asp 


Ser Tyr Glu Lys 


Arg 


Thr 


Pro 


Lys 


Glu 




115 








120 




125 








Phe Leu 


Glu 


Arg 


Leu 


Lys Trp 


Leu Leu Gin Lys 


Met 


He 


His 


Gin 


His 


130 








135 




140 











Leu Ser 
145 

<210> 48 
<211> 100 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC12749 
<400> 48 

gtaccttccc gtaaatccct ccccttcccg gaattacacc cgcgtatttc ccagaaaagg 
aactgtagat ttctaggaat tcaatccttg gccacgcgtc 

<210> 49 
<211> 100 
<212> DNA 

<213> Artificial Sequence 



47 



<220> 

<223> Oligonucleotide primer ZC12748 
<400> 49 

tcgagacgcg tggccaagga ttgaattcct agaaatctac agttcctttt ctgggaaata 60 
cgcgggtgta attccgggaa ggggagggat ttacgggaag 100 

<210> 50 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC11450 
<400> 50 

acttgtggaa ttcgctagca ccaagggccc atcggt 36 

<210> 51 
<211> 32 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC11443 



<400> 51 

gcctagaacg cgttcattta cccggagaca gg 

<210> 52 
<211> 8 
<212> DNA 

<213> Artificial Sequence 



32 



<220> 

<223> Oligonucleotide primer ZC11440 
<400> 52 

aattgaga 8 



<210> 53 
<211> 8 
<212> DNA 



48 



<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC11441 

<400> 53 
cgcgtctc 

<210> 54 
<211> 37 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC11501 
<400> 54 

gtcacttgaa ttcggtaccg cctctgttgt gtgcctg 

<210> 55 
<211> 32 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC11451 
<400> 55 

gacctgaacg cgtctaacac tctcccctgt tg 

<210> 56 
<211> 41 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC24052 
<400> 56 

tcagtcggaa ttcgcagaag ccatgccgcg tggctgggcc g 

<210> 57 
<211> 34 



49 



<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC24053 
<400> 57 

ctgtgacgct agcgtgaggg ttccagcctt cctt 34 

<210> 58 
<211> 41 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC12834 
<400> 58 

tcagtcggaa ttcgcagaag ccatgttgaa gccatcatta c 41 

<210> 59 
<211> 90 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC12831 
<400> 59 

aagacggtac cagatttcaa ctgctcatca gatggcggga agatgaagac agatggtgca 60 
gccacagtag gattctcttt tgaagtattg 90 

<210> 60 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC23684 
<400> 60 

tcacccttac ctggcaagac 20 



50 



<210> 61 
<211> 43 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC23655 
<400> 61 

taatacgact cactataggg agggggagac acttcttgag tec 

<210> 62 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC23685 

<400> 62 
aggtctgaat cccgactctg 

<210> 63 
<211> 43 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC23657 
<400> 63 

taatacgact cactataggg aggacgtaat tggtgtttaa taa 

<210> 64 
<211> 1707 
<212> DNA 
<213> homo sapiens 

<220> 

<221> CDS 

<222> (!)...( 1707) 



<400> 64 



51 

atg ccg cgt ggc tgg gcc gcc ccc ttg etc ctg ctg ctg etc cag gga 48 

Met Pro Arg Gly Trp Ala Ala Pro Leu Leu Leu Leu Leu Leu Gin Gly 
15 10 15 

gcc etc gag ggg atg gag agg aag etc tgc agt ccc aag cea ccc ccc 96 
Ala Leu Glu Gly Met Glu Arg Lys Leu Cys Ser Pro Lys Pro Pro Pro 
20 25 30 

acc aag gcc tct etc ccc act gac ect cea ggc tgg ggc tgc ccc gae 144 
Thr Lys Ala Ser Leu Pro Thr Asp Pro Pro Gly Trp Gly Cys Pro Asp 
35 40 45 

etc gtc tgc tac acc gat tac etc cag aeg gtc ate tgc ate ctg gaa 192 
Leu Val Cys Tyr Thr Asp Tyr Leu Gin Thr Val He Cys He Leu Glu 
50 55 60 

atg tgg aac etc cac ccc age aeg etc acc ctt ace tgg ata ett tct 240 
Met Trp Asn Leu His Pro Ser Thr Leu Thr Leu Thr Trp He Leu Ser 
65 70 75 80 

aat aat act ggg tgc tat ate aag gac aga aca ctg gac etc agg caa 288 
Asn Asn Thr Gly Cys Tyr He Lys Asp Arg Thr Leu Asp Leu Arg Gin 
85 90 95 

gae cag tat gaa gag ctg aag gac gag gee acc tee tgc age etc cac 336 
Asp Gin Tyr Glu Glu Leu Lys Asp Glu Ala Thr Ser Cys Ser Leu His 
100 105 110 

agg teg gee cac aat gcc aeg eat gcc acc tac acc tgc cac atg gat 384 
Arg Ser Ala His Asn Ala Thr His Ala Thr Tyr Thr Cys His Met Asp 
115 120 125 

gta ttc cac ttc atg gcc gae gae att ttc agt gtc aac ate aca gac 432 
Val Phe His Phe Met Ala Asp Asp He Phe Ser Val Asn He Thr Asp 
130 135 140 

cag tct ggc aac tac tec cag gag tgt ggc age ttt etc ctg get gag 480 
Gin Ser Gly Asn Tyr Ser Gin Glu Cys Gly Ser Phe Leu Leu Ala Glu 
145 150 155 160 

age aga cag tat aat ate tee tgg egc tea gat tac gaa gac cet gee 528 
Ser Arg Gin Tyr Asn He Ser Trp Arg Ser Asp Tyr Glu Asp Pro Ala 
155 170 175 



52 



ttc tac atg ctg aag ggc aag ctt cag tat gag ctg cag tac agg aac 576 
Phe Tyr Met Leu Lys Gly Lys Leu Gin Tyr Glu Leu Gin Tyr Arg Asn 
180 185 190 

egg gga gac ccc tgg get gtg agt ccg agg aga aag ctg ate tea gtg 624 
Arg Gly Asp Pro Trp Ala Val Ser Pro Arg Arg Lys Leu He Ser Val 
195 200 205 

gac tea aga agt gtc tec etc etc ccc ctg gag ttc cgc aaa gac teg 672 
Asp Ser Arg Ser Val Ser Leu Leu Pro Leu Glu Phe Arg Lys Asp Ser 
210 215 220 

age tat gag ctg cag gtg egg gea ggg ccc atg cct ggc tec tec tac 720 
Ser Tyr Glu Leu Gin Val Arg Ala Gly Pro Met Pro Gly Ser Ser Tyr 
225 230 235 240 

cag ggg ace tgg agt gaa tgg agt gac ccg gtc ate ttt cag ace cag 768 
Gin Gly Thr Trp Ser Glu Trp Ser Asp Pro Val He Phe Gin Thr Gin 
245 250 255 

tea gag gag tta aag gaa ggc tgg aac cct cac ctg ctg ctt etc etc 816 
Ser Glu Glu Leu Lys Glu Gly Trp Asn Pro His Leu Leu Leu Leu Leu 
260 265 270 

ctg ctt gtc ata gtc ttc att cct gcc ttc tgg age ctg aag acc cat 864 
Leu Leu Val He Val Phe He Pro Ala Phe Trp Ser Leu Lys Thr His 
275 280 285 

cca ttg tgg agg eta tgg aag aag ata tgg gcc gtc ccc age cct gag 912 
Pro Leu Trp Arg Leu Trp Lys Lys He Trp Ala Val Pro Ser Pro Glu 
290 295 300 

egg ttc ttc atg ccc ctg tac aag ggc tgc age gga gac ttc aag aaa 960 
Arg Phe Phe Met Pro Leu Tyr Lys Gly Cys Ser Gly Asp Phe Lys Lys 
305 310 315 320 

tgg gtg ggt gca ccc ttc act ggc tec age ctg gag ctg gga ccc tgg 1008 
Trp Val Gly Ala Pro Phe Thr Gly Ser Ser Leu Glu Leu Gly Pro Trp 
325 330 335 



53 



age cca gag gtg ccc tec acc ctg gag gtg tac age tgc eac eca cea 1056 

Ser Pro Glu Val Pro Ser Thr Leu Glu Val Tyr Ser Cys His Pro Pro 

340 345 350 

egg age ecg gee aag agg ctg cag etc aeg gag eta caa gaa cea gea 1104 

Arg Ser Pro Ala Lys Arg Leu Gin Leu Thr Glu Leu Gin Glu Pro Ala 

355 360 365 

gag ctg gtg gag tet gae ggt gtg cce aag cec age tte tgg ecg aea 1152 

Glu Leu Val Glu Ser Asp Gly Val Pro Lys Pro Ser Phe Trp Pro Thr 
370 375 380 

gee cag aac teg ggg gge tea get tac agt gag gag agg gat egg cca 1200 

Ala Gin Asn Ser Gly Gly Ser Ala Tyr Ser Glu Glu Arg Asp Arg Pro 
385 390 395 400 

tac gge ctg gtg tee att gac aea gtg act gtg eta gat gea gag ggg 1248 

Tyr Gly Leu Val Ser He Asp Thr Val Thr Val Leu Asp Ala Glu Gly 

405 410 415 

cca tge ace tgg cce tgc age tgt gag gat gae gge tac cea gee ctg 1296 

Pro Cys Thr Trp Pro Cys Ser Cys Glu Asp Asp Gly Tyr Pro Ala Leu 

420 425 430 

gac ctg gat get gge ctg gag ccc age eca gge eta gag gac cca etc 1344 

Asp Leu Asp Ala Gly Leu Glu Pro Ser Pro Gly Leu Glu Asp Pro Leu 

435 440 445 

ttg gat gea ggg acc aea gte ctg tee tgt gge tgt gtc tea get gge 1392 

Leu Asp Ala Gly Thr Thr Val Leu Ser Cys Gly Cys Val Ser Ala Gly 
450 455 460 

age ect ggg eta gga ggg ccc ctg gga age etc ctg gac aga eta aag 1440 

Ser Pro Gly Leu Gly Gly Pro Leu Gly Ser Leu Leu Asp Arg Leu Lys 
455 470 475 480 

cca cec ett gea gat ggg gag gae tgg get ggg gga ctg ccc tgg ggt 1488 

Pro Pro Leu Ala Asp Gly Glu Asp Trp Ala Gly Gly Leu Pro Trp Gly 

485 490 495 

gge egg tea ect gga ggg gte tea gag agt gag geg gge tea ccc ctg 1536 

Gly Arg Ser Pro Gly Gly Val Ser Glu Ser Glu Ala Gly Ser Pro Leu 

500 505 510 



54 



gcc ggc ctg gat atg gac acg ttt gac agt ggc ttt gtg ggc tct gac 1584 

Ala Gly Leu Asp Met Asp Thr Phe Asp Ser Gly Phe Val Gly Ser Asp 

515 520 525 

tgc age age cct gtg gag tgt gac ttc acc age cee ggg gac gaa gga 1632 

Cys Ser Ser Pro Val Glu Cys Asp Phe Thr Ser Pro Gly Asp Glu Gly 

530 535 540 

ccc ccc egg age tac etc cgc cag tgg gtg gtc att cct ccg cca ctt 1680 

Pro Pro Arg Ser Tyr Leu Arg Gin Trp Val Val He Pro Pro Pro Leu 

545 550 555 560 

teg age cct gga ccc cag gcc age taa 1707 

Ser Ser Pro Gly Pro Gin Ala Ser * 
565 



<21D> 65 

<211> 568 

<212> PRT 

<213> homo sapiens 



<400> 65 



Met Pro 


Arg 


Gly 


Trp 


Ala 


Ala 


Pro 


Leu 


Leu 


Leu 


Leu 


Leu 


Leu 


Gin 


Gly 


1 






5 










10 










15 




Ala Leu 


Glu 


Gly 


Met 


Glu 


Arg 


Lys 


Leu 


Cys 


Ser 


Pro 


Lys 


Pro 


Pro 


Pro 






20 










25 










30 






Thr Lys 


Ala 


Ser 


Leu 


Pro 


Thr 


Asp 


Pro 


Pro 


Gly 


Trp 


Gly 


Cys 


Pro 


Asp 




35 










40 










45 








Leu Val 


Cys 


Tyr 


Thr 


Asp 


Tyr 


Leu 


Gin 


Thr 


Val 


He 


Cys 


He 


Leu 


Glu 


50 










55 










60 










Met Trp 


Asn 


Leu 


His 


Pro 


Ser 


Thr 


Leu 


Thr 


Leu 


Thr 


Trp 


He 


Leu 


Ser 


65 








70 










75 










80 


Asn Asn 


Thr 


Gly 


Cys 


Tyr 


He 


Lys 


Asp 


Arg 


Thr 


Leu 


Asp 


Leu 


Arg 


Gin 








85 










90 










95 




Asp Gin 


Tyr 


Glu 


Glu 


Leu 


Lys 


Asp 


Glu 


Ala 


Thr 


Ser 


Cys 


Ser 


Leu 


His 






100 










105 










110 






Arg Ser 


Ala 


His 


Asn 


Ala 


Thr 


His 


Ala 


Thr 


Tyr 


Thr 


Cys 


His 


Met 


Asp 




115 










120 










125 








Val Phe 


His 


Phe 


Met 


Ala 


Asp 


Asp 


He 


Phe 


Ser 


Val 


Asn 


He 


Thr 


Asp 


130 










135 










140 











55 



Gin 


Ser 


Gly 


Asn 


Tyr 


Ser 


Gin 


Glu 


Cys 


Gly 


Ser 


Phe 


Leu 


Leu 


Ala Glu 


145 










150 










155 








160 


Sen 


Arg 


Gin 


Tyr 


Asn 


He 


Ser 


Trp 


Arg 


Ser 


Asp 


Tyr 


Glu 


Asp 


Pro Ala 










165 










170 










175 


Phe 


Tyr 


Met 


Leu 


Lys 


Gly 


Lys 


Leu 


Gin 


Tyr 


Glu 


Leu 


Gin 


Tyr 


Arg Asn 








180 










185 










190 




Arg 


Gly 


Asp 


Pro 


Trp 


Ala 


Val 


Ser 


Pro 


Arg 


Arg 


Lys 


Leu 


He 


Ser Val 






195 










200 










205 






Asp 


Ser 


Arg 


Ser 


Val 


Ser 


Leu 


Leu 


Pro 


Leu 


Glu 


Phe 


Arg 


Lys 


Asp Ser 




210 










215 










220 








Ser 


Tyr 


Glu 


Leu 


Gin 


Val 


Arg 


Ala 


Gly 


Pro 


Met 


Pro 


Gly 


Ser 


Ser Tyr 


225 










230 










235 








240 


Gin 


Gly 


Thr 


Trp 


Ser 


Glu 


Trp 


Ser 


Asp 


Pro 


Val 


He 


Phe 


Gin 


Thr Gin 










245 










250 










255 


Ser 


Glu 


Glu 


Leu 


Lys 


Glu 


Gly 


Trp 


Asn 


Pro 


His 


Leu 


Leu 


Leu 


Leu Leu 








260 










265 










270 




Leu 


Leu 


Val 


He 


Val 


Phe 


He 


Pro 


Ala 


Phe 


Trp 


Ser 


Leu 


Lys 


Thr His 






275 










280 










285 






Pro 


Leu 


Trp 


Arg 


Leu 


Trp 


Lys 


Lys 


He 


Trp 


Ala 


Val 


Pro 


Ser 


Pro Glu 




290 










295 










300 








Arg 


Phe 


Phe 


Met 


Pro 


Leu 


Tyr 


Lys 


Gly 


Cys 


Ser 


Gly 


Asp 


Phe 


Lys Lys 


305 










310 










315 








320 


Trp 


Val 


Gly 


Ala 


Pro 


Phe 


Thr 


Gly 


Ser 


Ser 


Leu 


Glu 


Leu 


Gly 


Pro Trp 










325 










330 










335 


Ser 


Pro 


Glu 


Val 


Pro 


Ser 


Thr 


Leu 


Glu 


Val 


Tyr 


Ser 


Cys 


His 


Pro Pro 








340 










345 










350 




Arg 


Ser 


Pro 


Ala 


Lys 


Arg 


Leu 


Gin 


Leu 


Thr 


Glu 


Leu 


Gin 


Glu 


Pro Ala 






355 










360 










365 






Glu 


Leu 


Val 


Glu 


Ser 


Asp 


Gly 


Val 


Pro 


Lys 


Pro 


Ser 


Phe 


Trp 


Pro Thr 




370 










375 










380 








Ala 


Gin 


Asn 


Ser 


Gly 


Gly 


Ser 


Ala 


Tyr 


Ser 


Glu 


Glu 


Arg 


Asp 


Arg Pro 


385 










390 










395 








400 


Tyr 


Gly 


Leu 


Val 


Ser 


He 


Asp 


Thr 


Val 


Thr 


Val 


Leu 


Asp 


Ala 


Glu Gly 










405 










410 










415 


Pro 


Cys 


Thr 


Trp 


Pro 


Cys 


Ser 


Cys 


Glu 


Asp 


Asp 


Gly 


Tyr 


Pro 


Ala Leu 








420 










425 










430 




Asp 


Leu 


Asp 


Ala 


Gly 


Leu 


Glu 


Pro 


Ser 


Pro 


Gly 


Leu 


Glu 


Asp 


Pro Leu 






435 










440 










445 






Leu 


Asp 


Ala 


Gly 


Thr 


Thr 


Val 


Leu 


Ser 


Cys 


Gly 


Cys 


Val 


Ser 


Ala Gly 




450 










455 










460 








Ser 


Pro 


Gly 


Leu 


Gly 


Gly 


Pro 


Leu 


Gly 


Ser 


Leu 


Leu 


Asp 


Arg 


Leu Lys 


465 










470 










475 








480 



56 
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UlU Mltj Uljf 3CI riu 


Leu 




son 












SI n 




Ala Gly Leu 


Asp 


Met 


Asp 


Thr Phe 


Asp 


Ser 


Gly Phe Val Gly Ser 


Asp 


515 








520 






525 




Cys Ser Ser 


Pro 


Val 


Glu 


Cys Asp 


Phe 


Thr 


Ser Pro Gly Asp Glu 


Gly 


530 








535 






540 




Pro Pro Arg 


Ser 


Tyr 


Leu 


Arg Gin 


Trp 


Val 


Val He Pro Pro Pro 


Leu 


545 






550 








555 


550 


Ser Ser Pro 


Gly 


Pro 


Gin 


Ala Ser 











565 



<210> 65 
<211> 741 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Degenerate polynucleotide sequence of SEQ ID NO: 69 

<221> misc_feature 
<222> (1)...(741) 
<223> n - A.TX or G 

<400> 66 

atggarmgna arytntgyws nccnaarccn ccnccnacna argcnwsnyt nccnacngay 60 

ccnccnggnt ggggntgycc ngayytngtn tgytayacng aytayytnca racngtnath 120 

tgyathytng aratgtggaa yytncayccn wsnacnytna cnytnacntg gathytnwsn 180 

aayaayacng gntgytayat haargaymgn acnytngayy tnmgncarga ycartaygar 240 

garytnaarg aygargcnac nwsntgywsn ytncaymgnw sngcncayaa ygcnacncay 300 

gcnacntaya cntgycayat ggaygtntty cayttyatgg cngaygayat httywsngtn 360 

aayathacng aycarwsngg naaytaywsn cargartgyg gnwsnttyyt nytngcngar 420 

wsnmgncart ayaayathws ntggmgnwsn gaytaygarg ayccngcntt ytayatgytn 480 

aarggnaary tncartayga rytncartay mgnaaymgng gngayccntg ggcngtnwsn 540 

ccnmgnmgna arytnathws ngtngaywsn mgnwsngtnw snytnytncc nytngartty 600 

mgnaargayw snwsntayga rytncargtn mgngcnggnc cnatgccngg nwsnwsntay 660 

carggnacnt ggwsngartg gwsngayccn gtnathttyc aracncarws ngargarytn 720 

aargarggnt ggaayccnca y ^ 741 

<210> 67 
<211> 4 
<212> PRT 



57 

<213> Artificial Sequence 
<220> 

<223> WXXW motif 

<221> VARIANT 

<222> (1). , .(4) 

<223> Xaa = Any Amino Acid 

<400> 67 
Trp Xaa Xaa Trp 
1 

<210> 68 

<211> 741 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (1). ..(741) 

<400> 68 

atg gag agg aag etc tgc agt ccc aag cca ccc ccc acc aag gcc tct 48 
Met Glu Arg Lys Leu Cys Ser Pro Lys Pro Pro Pro Thr Lys Ala Ser 
15 10 15 

etc ccc act gac cct cca ggc tgg ggc tgc ccc gac etc gtc tgc tac 96 
Leu Pro Thr Asp Pro Pro Gly Trp Gly Cys Pro Asp Leu Val Cys Tyr 
20 25 30 

acc gat tac etc cag aeg gte ate tgc ate ctg gaa atg tgg aac etc 144 
Thr Asp Tyr Leu Gin Thr Val He Cys He Leu Glu Met Trp Asn Leu 
35 40 45 

cac ccc age aeg etc ace ett ace tgg ata ctt tct aat aat act ggg 192 
His Pro Ser Thr Leu Thr Leu Thr Trp He Leu Ser Asn Asn Thr Gly 
50 55 50 



tgc tat ate aag gac aga aca ctg gac etc agg caa gac cag tat gaa 
Cys Tyr He Lys Asp Arg Thr Leu Asp Leu Arg Gin Asp Gin Tyr Glu 
65 70 75 80 



240 



58 

gag ctg aag gac gag gcc acc tec tgc age etc cac agg teg gcc cac 288 

Glu Leu Lys Asp Glu Ala Thr Ser Cys Ser Leu His Arg Ser Ala His 

85 90 95 

aat gcc acg cat gcc acc tac acc tgc cac atg gat gta ttc cac ttc 336 

Asn Ala Thr His Ala Thr Tyr Thr Cys His Met Asp Val Phe His Phe 
100 105 110 

atg gcc gac gac att ttc agt gtc aac ate aca gae cag tet gge aac 384 

Met Ala Asp Asp He Phe Ser Val Asn He Thr Asp Gin Ser Gly Asn 

115 120 125 

tac tec cag gag tgt gge age ttt etc ctg get gag age aga cag tat 432 

Tyr Ser Gin Glu Cys Gly Ser Phe Leu Leu Ala Glu Ser Arg Gin Tyr 
130 135 140 

aat ate tee tgg cge tea gat tac gaa gac cet gee ttc tac atg ctg 480 

Asn He Ser Trp Arg Ser Asp Tyr Glu Asp Pro Ala Phe Tyr Met Leu 

145 150 155 160 

aag gge aag ctt cag tat gag ctg cag tac agg aac egg gga gac cec 528 

Lys Gly Lys Leu Gin Tyr Glu Leu Gin Tyr Arg Asn Arg Gly Asp Pro 

165 170 175 

tgg get gtg agt ceg agg aga aag ctg ate tea gtg gac tea aga agt 576 

Trp Ala Val Ser Pro Arg Arg Lys Leu He Ser Val Asp Ser Arg Ser 
180 185 190 

gtc tec etc etc cec ctg gag ttc cge aaa gac teg age tat gag ctg 624 

Val Ser Leu Leu Pro Leu Glu Phe Arg Lys Asp Ser Ser Tyr Glu Leu 

195 200 205 

cag gtg egg gca ggg cec atg cet gge tec tec tac cag ggg acc tgg 672 

Gin Val Arg Ala Gly Pro Met Pro Gly Ser Ser Tyr Gin Gly Thr Trp 
210 215 220 

agt gaa tgg agt gac ceg gtc ate ttt cag acc cag tea gag gag tta 720 

Ser Glu Trp Ser Asp Pro Val He Phe Gin Thr Gin Ser Glu Glu Leu 

225 230 235 240 



aag gaa gge tgg aac cet cac 
Lys Glu Gly Trp Asn Pro His 
245 



741 



59 



<210> 69 

<211> 247 

<212> PRT 

<213> Homo sapiens 



<400> 69 



Met 61 u 


Arg 


Lys 


Leu 


Cys 


Ser Pro Lys 


Pro Pro 


Pro 


Thr 


Lys 


Ala Ser 


1 






5 






10 








15 


Leu Pro 


Thr 


Asp 


Pro 


Pro 


Gly Trp Gly 


Cys Pro 


Asp 


Leu 


Val 


Cys Tyr 






20 






25 








30 




Thr Asp 


Tyr 


Leu 


Gin 


Thr 


Val He Cys 


He Leu 


Glu 


Met 


Trp 


Asn Leu 




35 








40 






45 






His Pro 


Ser 


Thr 


Leu 


Thr 


Leu Thr Trp 


He Leu 


Ser 


Asn 


Asn 


Thr Gly 


50 










55 




60 








Cys Tyr 


He 


Lys 


Asp 


Arg 


Thr Leu Asp 


Leu Arg 


Gin 


Asp 


Gin 


Tyr Glu 


65 








70 




75 








80 


Glu Leu 


Lys 


Asp 


Glu 


Ala 


Thr Ser Cys 


Ser Leu 


His 


Arg 


Ser 


Ala His 








85 






90 








95 


Asn Ala 


Thr 


His 


Ala 


Thr 


Tyr Thr Cys 


His Met 


Asp 


Val 


Phe 


His Phe 






100 






105 








no 




Met Ala 


Asp 


Asp 


He 


Phe 


Ser Val Asn 


He Thr 


Asp 


Gin 


Ser 


Gly Asn 




115 








120 






125 






Tyr Ser 


Gin 


Glu 


Cys 


Gly 


Ser Phe Leu 


Leu Ala 


Glu 


Ser 


Arg 


Gin Tyr 


130 










135 




140 








Asn He 


Ser 


Trp 


Arg 


Ser 


Asp Tyr Glu 


Asp Pro 


Ala 


Phe 


Tyr 


Met Leu 


145 








150 




155 








160 


Lys Gly 


Lys 


Leu 


Gin 


Tyr 


Glu Leu Gin 


Tyr Arg 


Asn 


Arg 


Gly 


Asp Pro 








165 






170 








175 


Trp Ala 


Val 


Ser 


Pro 


Arg 


Arg Lys Leu 


He Ser 


Val 


Asp 


Ser 


Arg Ser 






180 






185 








190 




Val Ser 


Leu 


Leu 


Pro 


Leu 


Glu Phe Arg 


Lys Asp 


Ser 


Ser 


Tyr 


Glu Leu 




195 








200 






205 






Gin Val 


Arg 


Ala 


Gly 


Pro 


Met Pro Gly 


Ser Ser 


Tyr 


Gin 


Gly 


Thr Trp 


210 










215 




220 








Ser Glu 


Trp 


Ser 


Asp 


Pro 


Val He Phe 


Gin Thr 


Gin 


Ser 


Glu 


Glu Leu 


225 








230 




235 








240 


Lys Glu 


Gly 


Trp 


Asn 


Pro 


His 













245 



<210> 70 
<211> 4 



60 



<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Domain linker motif; PAPP motif 

<400> 70 
Pro Ala Pro Pro 
1 

<210> 71 
<211> 261 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Representative variant soluble receptor with 
domain linker 

<221> VARIANT 

<222> (1). . .(261) 

<223> Xaa = Any Amino Acid 



<400> 71 



Met Glu 


Arg 


Lys 


Leu 


Cys 


Ser 


Pro 


Lys 


Pro 


Pro 


Pro 


Thr 


Lys 


Ala Ser 


1 






5 










10 










15 


Leu Pro 


Thr 


Asp 


Pro 


Pro 


Gly 


Trp 


Gly 


Cys 


Pro 


Asp 


Leu 


Val 


Cys Tyr 






20 










25 










30 




Thr Asp 


Tyr 


Leu 


Gin 


Thr 


Val 


He 


Cys 


He 


Leu 


Glu 


Met 


Trp 


Asn Leu 




35 










40 










45 






His Pro 


Ser 


Thr 


Leu 


Thr 


Leu 


Thr 


Trp 


He 


Leu 


Ser 


Asn 


Asn 


Thr Gly 


50 










55 










60 








Cys Tyr 


He 


Lys 


Asp 


Arg 


Thr 


Leu 


Asp 


Leu 


Arg 


Gin 


Asp 


Gin 


Tyr Glu 


65 








70 










75 








80 


Glu Leu 


Lys 


Asp 


Glu 


Ala 


Thr 


Ser 


Cys 


Ser 


Leu 


His 


Arg 


Ser 


Ala His 








85 










90 










95 


Asn Ala 


Thr 


His 


Ala 


Thr 


Tyr 


Thr 


Cys 


His 


Met 


Asp 


Val 


Phe 


His Phe 






100 










105 










110 




Met Ala 


Asp 


Asp 


He 


Phe 


Ser 


Val 


Asn 


He 


Thr 


Asp 


Gin 


Ser 


Gly Asn 




115 










120 










125 






Tyr Ser 


Gin 


Glu 


Cys 


Gly 


Ser 


Phe 


Leu 


Leu 


Ala 


Glu 


Ser 


Xaa 


Xaa Pro 


130 










135 










140 









61 



Ala 


Pro 


Pro 


Xaa 


Xaa Xaa Xaa 


Xaa Xaa Xaa 


Xaa 


Arg 


Gin 


Tyr 


Asn 


He 


145 








150 




155 










160 


Ser 


Trp 


Arg 


Ser 


Asp Tyr Glu 


Asp Pro Ala 


Phe 


Tyr 


Met 


Leu 


Lys 


Gly 










165 


170 










175 




Lys 


Leu 


Gin 


Tyr 

•J 


Glu Leu Gin 


Tyr Arg Asn 


Arg 


Gly 


Asp 


Pro 


Trp 


Ala 








180 




185 








190 






Val 


Ser 


Pro 


Arg 


Arg Lys Leu 


He Ser Val 


Asp 


Ser 


Arg 


Ser 


Val 


Ser 






195 






200 






205 








Leu 


Leu 


Pro 


Leu 


Glu Phe Arg 


Lys Asp Ser 


Ser 


Tyr 


Glu 


Leu 


Gin 


Val 




210 






215 






220 










Arg 


Ala 


G1y 


Pro 


Met Pro Gly 


Ser Ser Tyr 


Gin 


Gly 


Thr 


Trp 


Ser 


Glu 


225 








230 




235 










240 


Trp 


Ser 


Asp 


Pro 


Val He Phe 


Gin Thr Gin 


Ser 


Glu 


Glu 


Leu 


Lys 


Glu 










245 


250 










255 




G1y 


Trp 


Asn 


Pro 


His 

















260 



<210> 72 
<211> 1461 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Mouse zalphall extracellular domain murine 

immunoglobulin gamma 2a heavy chain Fc region 
fusion protein (zalphallm-mG2a) Polynucleotide 

<221> CDS 

<222> (1). . .(1461) 

<400> 72 

atg gat gca atg aag aga ggg etc tgc tgt gtg ctg ctg ctg tgt ggc 48 
Met Asp Ala Met Lys Arg Gly Leu Cys Cys Val Leu Leu Leu Cys Gly 
15 10 15 

gcc gtc ttc gtt teg etc age cag aaa ate eat gee gag ttg aga cgc 96 
Ala Val Phe Val Ser Leu Ser Gin Lys He His Ala Glu Leu Arg Arg 
20 25 30 



ttc egg aga tgc ctg gae etc act tgc tac act gac tac etc tgg acc 144 
Phe Arg Arg Cys Leu Asp Leu Thr Cys Tyr Thr Asp Tyr Leu Trp Thr 
35 40 45 



62 



ate acc tgt gtc ctg gag aca egg age cec aae cec age ata ete agt 
He Thr Cys Val Leu Glu Thr Arg Sen Pro Asn Pro Ser He Leu Ser 
50 55 60 

etc aee tgg eaa gat gaa tat gag gaa ctt cag gac eaa gag aee tte 
Leu Thr Trp Gin Asp G1u Tyr Glu Glu Leu Gin Asp Gin Glu Thr Phe 
65 70 75 80 

tge age eta eae agg tet ggc eae aae aee aea eat ata tgg tae aeg 
Cys Ser Leu His Arg Ser Gly His Asn Thr Thr His He Trp Tyr Thr 
85 90 95 

tge eat atg ege ttg tet eaa tte etg tee gat gaa gtt ttc att gtc 
Cys His Met Arg Leu Ser Gin Phe Leu Ser Asp Glu Val Phe He Val 
100 105 110 

aat gtg aeg gac cag tet ggc aae aae tec eaa gag tgt ggc age ttt 
Asn Val Thr Asp Gin Ser Gly Asn Asn Ser Gin Glu Cys Gly Ser Phe 
115 120 125 

gtc ctg get gag age ate aaa eca get cec cec ttg aae gtg act gtg 
Val Leu Ala Glu Ser He Lys Pro Ala Pro Pro Leu Asn Val Thr Val 
130 135 140 

gee tte tea gga ege tat gat ate tee tgg gac tea get tat gac gaa 
Ala Phe Ser Gly Arg Tyr Asp He Ser Trp Asp Ser Ala Tyr Asp Glu 
145 150 155 160 

cec tec aac tae gtg etg agg ggc aag eta eaa tat gag ctg cag tat 
Pro Ser Asn Tyr Val Leu Arg Gly Lys Leu Gin Tyr Glu Leu Gin Tyr 
165 170 175 

egg aac etc aga gac cec tat get gtg agg ccg gtg aee aag ctg ate 
Arg Asn Leu Arg Asp Pro Tyr Ala Val Arg Pro Val Thr Lys Leu He 
180 185 190 

tea gtg gac tea aga aae gtc tet ctt etc cet gaa gag tte cac aaa 
Ser Val Asp Ser Arg Asn Val Ser Leu Leu Pro Glu Glu Phe His Lys 
195 200 205 

gat tet age tae cag ctg cag gtg egg gea gcg cct cag eca ggc act 
Asp Ser Ser Tyr Gin Leu Gin Val Arg Ala Ala Pro Gin Pro Gly Thr 
210 215 220 



63 



tea ttc agg ggg acc tgg agt gag tgg agt gac ccc gtc ate ttt cag 720 

Ser Phe Arg G1y Thr Trp Ser Glu Trp Ser Asp Pro Val He Phe G1n 

225 230 235 240 

acc cag get ggg gag ecc gag gca gge tgg gac cet cac gag ccc aga 768 

Thr Gin Ala Gly Glu Pro Glu Ala Gly Trp Asp Pro His Glu Pro Arg 

245 250 255 

tct ccc aca ate aag ccc tgt cet cea tge aaa tgc cca gca cet aac 816 

Ser Pro Thr He Lys Pro Cys Pro Pro Cys Lys Cys Pro Ala Pro Asn 

260 265 270 

etc ttg ggt gga cca tec gtc ttc ate ttc cet cea aag ate aag gat 864 

Leu Leu Gly Gly Pro Ser Val Phe He Phe Pro Pro Lys He Lys Asp 

275 280 285 

gta etc atg ate tee etg age ccc ata gtc aca tgt gtg gtg gtg gat 912 

Val Leu Met He Ser Leu Ser Pro He Val Thr Cys Val Val Val Asp 

290 295 300 

gtg age gag gat gac cca gat gtc cag ate age tgg ttt gtg aac aac 950 

Val Ser Glu Asp Asp Pro Asp Val Gin He Ser Trp Phe Val Asn Asn 

305 310 315 320 

gtg gaa gta cac aca get cag aca caa acc cat aga gag gat tac aac 1008 

Val Glu Val His Thr Ala Gin Thr Gin Thr His Arg Glu Asp Tyr Asn 

325 330 335 

agt act etc egg gtg gtc agt gee etc ccc ate cag cac cag gac tgg 1056 

Ser Thr Leu Arg Val Val Ser Ala Leu Pro He Gin His Gin Asp Trp 

340 345 ' 350 

atg agt gge aag gag ttc aaa tge aag gtc aac aac aaa gac etc cca 1104 

Met Ser Gly Lys Glu Phe Lys Cys Lys Val Asn Asn Lys Asp Leu Pro 

355 360 365 

gcg ccc ate gag aga ace ate tea aaa ccc aaa ggg tea gta aga get 1152 

Ala Pro He Glu Arg Thr He Ser Lys Pro Lys Gly Ser Val Arg Ala 

370 375 380 



64 



cca cag gta tat gtc ttg cct cca cca gaa gaa gag atg act aag aaa 1200 
Pro Gin Val Tyr Val Leu Pro Pro Pro Glu Glu Glu Met Thr Lys Lys 
385 390 395 400 

cag gtc act ctg acc tgc atg gtc aca gac ttc atg cct gaa gac att 1248 
Gin Val Thr Leu Thr Cys Met Val Thr Asp Phe Met Pro Glu Asp He 
405 410 415 

tac gtg gag tgg acc aac aac ggg aaa aca gag eta aac tac aag aac 1296 
Tyr Val Glu Trp Thr Asn Asn Gly Lys Thr Glu Leu Asn Tyr Lys Asn 
420 425 430 

act gaa cca gtc ctg gac tct gat ggt tct tac ttc atg tac age aag 1344 
Thr Glu Pro Val Leu Asp Ser Asp Gly Ser Tyr Phe Met Tyr Ser Lys 
435 440 445 

ctg aga gtg gaa aag aag aac tgg gtg gaa aga aat age tac tec tgt 1392 
Leu Arg Val Glu Lys Lys Asn Trp Val Glu Arg Asn Ser Tyr Ser Cys 
450 455 460 

tea gtg gtc cac gag ggt ctg cae aat cac cac acg act aag age ttc 1440 
Ser Val Val His Glu Gly Leu His Asn His His Thr Thr Lys Ser Phe 
465 470 475 480 

tec egg act ccg ggt aaa taa 1461 
Ser Arg Thr Pro Gly Lys * 
485 



<210> 73 
<211> 486 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Mouse zalphall extracellular domain murine 

immunoglobulin gamma 2a heavy chain Fc region 
fusion protein 



<400> 73 

Met Asp Ala Met Lys Arg Gly Leu Cys Cys Val Leu Leu Leu Cys Gly 
15 10 15 



65 



Ala Val Phe Val 
20 

Phe Arg Arg Cys 
35 

He Thr Cys Val 
50 

Leu Thr Trp Gin 
65 

Cys Ser Leu His 

Cys His Met Arg 
100 

Asn Val Thr Asp 
115 

Val Leu Ala Glu 
130 

Ala Phe Ser Gly 
145 

Pro Ser Asn Tyr 

Arg Asn Leu Arg 
180 

Ser Val Asp Ser 
195 

Asp Ser Ser Tyr 
210 

Ser Phe Arg Gly 
225 

Thr Gin Ala Gly 

Ser Pro Thr He 
260 

Leu Leu Gly Gly 
275 

Val Leu Met He 
290 

Val Ser Glu Asp 
305 

Val Glu Val His 

Ser Thr Leu Arg 
340 



Ser Leu Ser Gin 
Leu Asp 
Leu Glu 



Asp Glu 
70 
Arg Ser 
85 

Leu Ser 

Gin Ser 

Ser He 

Arg Tyr 
150 
Val Leu 
165 

Asp Pro 

Arg Asn 

Gin Leu 

Thr Trp 
230 
Glu Pro 
245 

Lys Pro 

Pro Ser 

Ser Leu 

Asp Pro 
310 
Thr Ala 
325 

Val Val 



Leu Thr 
40 
Thr Arg 
55 

Tyr Glu 



Gly His 

Gin Phe 

Gly Asn 
120 
Lys Pro 
135 

Asp He 

Arg Gly 

Tyr Ala 

Val Ser 
200 
Gin Val 
215 

Ser Glu 

Glu Ala 

Cys Pro 

Val Phe 
280 

Ser Pro 
295 

Asp Val 

Gin Thr 

Ser Ala 



Lys He His Ala Glu 
25 

Cys Tyr Thr Asp Tyr 
45 

Ser Pro Asn Pro Ser 
60 

Glu Leu Gin Asp Gin 
75 

Asn Thr Thr His He 
90 

Leu Ser Asp Glu Val 
105 

Asn Ser Gin Glu Cys 
125 

Ala Pro Pro Leu Asn 
140 

Ser Trp Asp Ser Ala 
155 

Lys Leu Gin Tyr Glu 
170 

Val Arg Pro Val Thr 
185 

Leu Leu Pro Glu Glu 
205 

Arg Ala Ala Pro Gin 
220 

Trp Ser Asp Pro Val 
235 

Gly Trp Asp Pro His 
250 

Pro Cys Lys Cys Pro 
265 

He Phe Pro Pro Lys 
285 

He Val Thr Cys Val 
300 

Gin He Ser Trp Phe 
315 

Gin Thr His Arg Glu 
330 

Leu Pro He Gin His 
345 



Leu Arg Arg 
30 

Leu Trp Thr 

He Leu Ser 

Glu Thr Phe 
80 

Trp Tyr Thr 
95 

Phe He Val 
110 

Gly Ser Phe 

Val Thr Val 

Tyr Asp Glu 
160 

Leu Gin Tyr 

175 
Lys Leu He 
190 

Phe His Lys 

Pro Gly Thr 

He Phe Gin 
240 

Glu Pro Arg 

255 
Ala Pro Asn 
270 

He Lys Asp 

Val Val Asp 

Val Asn Asn 
320 

Asp Tyr Asn 

335 
Gin Asp Trp 
350 



66 



Met Ser Gly Lys Glu Phe Lys Cys Lys Val Asn Asn Lys Asp Leu Pro 

355 360 365 

Ala Pro He Glu Arg Thr He Ser Lys Pro Lys Gly Ser Val Arg Ala 

370 375 380 

Pro Gin Val Tyr Val Leu Pro Pro Pro Glu Glu Glu Met Thr Lys Lys 
385 390 395 400 

Gin Val Thr Leu Thr Cys Met Val Thr Asp Phe Met Pro Glu Asp He 

405 410 415 

Tyr Val Glu Trp Thr Asn Asn Gly Lys Thr Glu Leu Asn Tyr Lys Asn 

420 425 430 

Thr Glu Pro Val Leu Asp Ser Asp Gly Ser Tyr Phe Met Tyr Ser Lys 

435 440 445 

Leu Arg Val Glu Lys Lys Asn Trp Val Glu Arg Asn Ser Tyr Ser Cys 

450 455 460 

Ser Val Val His Glu Gly Leu His Asn His His Thr Thr Lys Ser Phe 
465 470 475 480 

Ser Arg Thr Pro Gly Lys 
485 

<210> 74 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC26644 

<400> 74 
ggggtcgacg gccggccacc atg 

<210> 75 
<211> 35 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC26641 
<400> 75 

caagtgaggt ccaggcatct ccggaagcgt ctcaa 



<210> 76 
<211> 35 



67 



<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC26642 
<400> 76 

ttgagacgct tccggagatg cctggacctc acttg 

<210> 77 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC26662 
<400> 77 

tgtgggagat ctgggctcgt gagggtccca gcctgc 

<210> 78 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC26643 
<400> 78 

gagcccagat ctcccacaat caagccctgt 

<210> 79 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC26645 

<400> 79 
aaacgcggcc gcggatccgg c 



68 



<210> 80 

<211> 35 

<212> PRT 

<213> Homo sapeins 

<400> 80 



Met AsD Al a 


Met Lys Arg Gly Leu 


Cvs Cys 


Val Leu Leu Leu 


Cys 


Gly 




1 




5 








10 




15 






Ala Val Phe 


Val 


Ser 


Leu 


Ser 


Gin 


Glu He 


His Ala Glu Leu 


Arg 


Arg 






20 










25 


30 








Phe Arg Arg 






















35 






















<210> 


81 




















<211> 


966 




















<212> 


DNA 




















<213> 


Homo sapiens 














<220> 






















<221> 


CDS 




















<222> 


(1). 


. . .(966) 
















<400> 


81 




















qaq qqc qqq 

rJrJr) rJrJ^ 


ggc 


gcc 


gcg 


cct 


acg 


aaa act 


caa cca cct ata 


aca 


aat 


48 


Gly Gly Gly 


Gly 


Ala 


Ala 


Pro 


Thr 


Glu Thr 


Gin Pro Pro Val 


Thr 


Asn 




1 




5 








10 




15 






ttq aqt qtc 


tct 


gtt 


gaa 


aac 


etc 


tqr aca 


ata ata taa aca 


tqq 


aat 


96 


LCU OC 1 V u 1 


Ser 


Val 


Glu 


Asn 


Leu 


O o 11)1 


Tip Tpn Xhr 

Val ilt, I'P '''1 


1 r p 


Aq n 

Mo I 1 






20 










25 


30 








cca ccc gag 


gga 


gcc 


age 


tea 


aat 


tgt agt 


eta tgg tat ttt 


agt 


eat 


144 


Pro Pro Glu 


Gly 


Ala 


Ser 


Ser 


Asn 


Cys Ser 


Leu Trp Tyr Phe 


Ser 


His 




35 










40 




45 








ttt ggc gac 


aaa 


caa 


gat 


aag 


aaa 


ata get 


ccg gaa act cgt 


cgt 


tea 


192 


Phe Gly Asp 


Lys 


Gin 


Asp 


Lys 


Lys 


He Ala 


Pro Glu Thr Arg 


Arg 


Ser 




50 








55 






60 








ata gaa gta 


ccc 


ctg 


aat 


gag 


agg 


att tgt 


ctg caa gtg ggg 


tec 


eag 


240 


He Glu Val 


Pro 


Leu 


Asn 


Glu Arg 


He Cys 


Leu Gin Val Gly 


Ser 


Gin 




55 






70 








75 




80 





69 



9b 



rC nAV> 



V 



'''' 



too 



61^ 



1' 



9^0 > 



a\-0 



70 



caa gag get aaa tgt gag aat cca gaa ttt gag aga aat gtg gag aat 816 
Gin Glu Ala Lys Cys Glu Asn Pro Glu Phe Glu Arg Asn Val Glu Asn 
260 265 270 

aca tct tgt ttc atg gtc cct ggt gtt ctt cct gat act ttg aac aca 864 
Thr Ser Cys Phe Met Val Pro Gly Val Leu Pro Asp Thr Leu Asn Thr 
275 280 285 

gtc aga ata aga gtc aaa aca aat aag tta tgc tat gag gat gac aaa 912 
Val Arg He Arg Val Lys Thr Asn Lys Leu Cys Tyr Glu Asp Asp Lys 
290 295 300 

etc tgg agt aat tgg age caa gaa atg agt ata ggt aag aag cgc aat 960 
Leu Trp Ser Asn Trp Ser Gin Glu Met Ser He Gly Lys Lys Arg Asn 
305 310 315 320 

tec aca 956 
Ser Thr 
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Cys He Trp His Asn Leu Ser Tyr Met Lys Cys Ser Trp Leu Pro Gly 

115 120 125 

Arg Asn Thr Ser Pro Asp Thr Asn Tyr Thr Leu Tyr Tyr Trp His Arg 

130 135 140 

Ser Leu Glu Lys He His Gin Cys Glu Asn He Phe Arg G1u Gly Gin 
145 150 155 160 

Tyr Phe Gly Cys Ser Phe Asp Leu Thr Lys Val Lys Asp Ser Ser Phe 

165 170 175 

Glu Gin His Ser Val Gin He Met Val Lys Asp Asn Ala Gly Lys He 

180 185 190 

Lys Pro Ser Phe Asn He Val Pro Leu Thr Ser Arg Val Lys Pro Asp 

195 200 205 

Pro Pro His He Lys Asn Leu Ser Phe His Asn Asp Asp Leu Tyr Val 

210 215 220 

Gin Trp Glu Asn Pro Gin Asn Phe He Ser Arg Cys Leu Phe Tyr Glu 
225 230 235 240 

Val Glu Val Asn Asn Ser Gin Thr Glu Thr His Asn Val Phe Tyr Val 

245 250 255 

Gin Glu Ala Lys Cys Glu Asn Pro Glu Phe Glu Arg Asn Val Glu Asn 

260 265 270 

Thr Ser Cys Phe Met Val Pro Gly Val Leu Pro Asp Thr Leu Asn Thr 

275 280 285 

Val Arg He Arg Val Lys Thr Asn Lys Leu Cys Tyr Glu Asp Asp Lys 

290 295 300 

Leu Trp Ser Asn Trp Ser Gin Glu Met Ser He Gly Lys Lys Arg Asn 
305 310 315 320 

Ser Thr 
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gac acc gag ata aaa gtt aac cct cct cag gat ttt gag ata gtg gat 

Asp Thr Glu He Lys Val Asn Pro Pro Gin Asp Phe Glu He Val Asp 

15 10 15 



72 

ccc gga tac tta ggt tat etc tat ttg caa tgg caa ccc cca ctg tct 96 

Pro Gly Tyr Leu Gly Tyr Leu Tyr Leu Gin Trp Gin Pro Pro Leu Ser 
20 25 30 

ctg gat cat ttt aag gaa tgc aca gtg gaa tat gaa eta aaa tac cga 144 

Leu Asp His Phe Lys Glu Cys Thr Val Glu Tyr Glu Leu Lys Tyr Arg 
35 40 45 

aac att ggt agt gaa aca tgg aag acc ate att act aag aat eta cat 192 

Asn He Gly Ser Glu Thr Trp Lys Thr He He Thr Lys Asn Leu His 
50 55 60 

tac aaa gat ggg ttt gat ett aac aag gge att gaa gcg aag ata cae 240 

Tyr Lys Asp Gly Phe Asp Leu Asn Lys Gly He Glu Ala Lys He His 
65 70 75 80 

aeg ett tta cca tgg caa tgc aca aat gga tea gaa gtt caa agt tec 288 

Thr Leu Leu Pro Trp Gin Cys Thr Asn Gly Ser Glu Val Gin Ser Ser 
85 90 95 

tgg gea gaa act act tat tgg ata tea cca caa gga att cca gaa act 336 

Trp Ala Glu Thr Thr Tyr Trp He Ser Pro Gin Gly He Pro Glu Thr 
100 105 110 

aaa gtt cag gat atg gat tgc gta tat tac aat tgg caa tat tta etc 384 

Lys Val Gin Asp Met Asp Cys Val Tyr Tyr Asn Trp Gin Tyr Leu Leu 
115 120 125 

tgt tct tgg aaa ect gge ata ggt gta ett ett gat acc aat tac aac 432 

Cys Ser Trp Lys Pro Gly He Gly Val Leu Leu Asp Thr Asn Tyr Asn 
130 135 140 

ttg ttt tac tgg tat gag gge ttg gat cat gea tta cag tgt gtt gat 480 

Leu Phe Tyr Trp Tyr Glu Gly Leu Asp His Ala Leu Gin Cys Val Asp 
145 150 155 160 

tac ate aag get gat gga caa aat ata gga tgc aga ttt ccc tat ttg 528 

Tyr He Lys Ala Asp Gly Gin Asn He Gly Cys Arg Phe Pro Tyr Leu 
165 170 175 



gag gea tea gae tat aaa gat tte tat att tgt gtt aat gga tea tea 
Glu Ala Ser Asp Tyr Lys Asp Phe Tyr He Cys Val Asn Gly Ser Ser 
180 185 190 
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gag aac aag cct ate aga tec agt tat ttc act ttt cag ctt caa aat 624 

G1u Asm Lys Pro He Arg Ser Ser Tyr Phe Thr Phe Gin Leu Gin Asn 
195 200 205 

ata gtt aaa cct ttg ccg cca gtc tat ctt act ttt act egg gag agt 672 

lie Val Lys Pro Leu Pro Pro Val Tyr Leu Thr Phe Thr Arg Glu Ser 
210 215 220 

tea tgt gaa att aag etg aaa tgg age ata cct ttg gga cct att cca 720 

Ser Cys Glu He Lys Leu Lys Trp Ser He Pro Leu Gly Pro lie Pro 

225 230 235 240 

gea agg tgt ttt gat tat gaa att gag ate aga gaa gat gat act ace 768 

A1a Arg Cys Phe Asp Tyr Glu He Glu He Arg G1u Asp Asp Thr Thr 
245 250 255 

ttg gtg act get aca gtt gaa aat gaa aca tac ace ttg aaa aca aea 816 

Leu Val Thr Ala Thr Val Glu Asn Glu Thr Tyr Thr Leu Lys Thr Thr 
260 265 270 

aat gaa ace cga caa tta tge ttt gta gta aga age aaa gtg aat att 864 

Asn Glu Thr Arg Gin Leu Cys Phe Val Val Arg Ser Lys Val Asn He 
275 280 285 

tat tgc tea gat gae gga att tgg agt gag tgg agt gat aaa caa tge 912 

Tyr Cys Ser Asp Asp Gly He Trp Ser Glu Trp Ser Asp Lys Gin Cys 
290 295 300 

tgg gaa ggt gaa gae eta teg aag aaa act ttg eta cgt 951 

Trp Glu Gly Glu Asp Leu Ser Lys Lys Thr Leu Leu Arg 

305 310 315 
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ccc tct cag aca aca gcc aag aac tgg gaa etc aca gca tec gcc tec 
Pro Ser Gin Thr Thr Ala Lys Asm Trp Glu Leu Thr Ala Ser Ala Ser 
145 150 155 160 
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